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serine (or cysteine) proteinase inhibito 


5.9 


M 






134064 AF091622 Hs.78893 


KIAA0244 protein 


5.8 


58 


1 




134087 U51186 Hs.173824 


thymlne-DNAglycosytase 


6.4 








134089 R51273 Hs.79029 


ESTs 


5.1 


51 


9 


3.8 


134095 NMJ)04354Hs.79069 


cyclin G2 


5 








134098 BE513171 Hs.79086 


mitochondrial ribosomal protein L3 


4.8 








134110 U410B0 Hs.79136 


LIV-1 protein, estrogen regulated 


4.5 


1479 




9 1 


134125 NMJ314781 Hs.50421 


KIAA0203 gene product 


4.6 


69 






134246 D28459 Hs.80612 


ublquitin-conjugatlng enzyme E2A (RAD6 h 


7 




I 


TB 


134257 C05766 Hs.8078 


Homo sapiens done FBD3 Cri-du-chat crit 


3.4 






9fi 


134272 X76040 Hs.273614 


protease, serine, 15 


3.6 


36 




2,8 


134282 R45621 Hs.81057 


hypothetical protein M6C271 8 


6.7 


°' 






134288 AI022650 Hs.8117 


erbb2-interacting protein ERBIN 


4.5 






19 


134321 BE538082 Hs.8172 


ESTs, Moderately similar to A46010 X-lin 


5.2 








134326 AW903838 Hs.B1800 


chondroitin sulfate proteoglycan 2 (vers 


6.6 


568 




22.4 


134328 AW959281 Hs.8184 


ESTs 


4.8 


53 






134348 AW291946 Hs,82065 


interleukin 6 signal transducer (gp130, 


7.1 








134359 Nfv1_0Q1982Hs.1990S7 


v-erb-b2 avian erythroblastic leukemia v 


3 


sa 




OA 


134367 AA339449 Hs.82285 


phosphoribosytglydnamideformyltransfer 


4.4 


44 




I 


134374 N22687 Hs.8235 


ESTs 


13.3 








134380 AU077143 Hs.179565 


minlchromosome maintenance deficient (S, 


4,5 


45 


2 


3.4 


134395 AA456539 Hs.8262 


lysosomal 


6 








134401 AI916662 Hs.211577 


kinectln 1 (kinesin receptor) 


4.1 


301 


75 




134405 AW067903 Hs.82772 


collagen, type XI, alpha 1 


4.6 








134415 AI750762 Hs.82911 


protein tyrosine phosphatase type IVA, m 


4.9 








134417 NM_0Q6416Hs.82921 


solute carrier family 35 (CMP-siallc aci 


4.9 


49 


3 


3.6 


134419 W95642 Hs.82961 


trefoil factors (intestinal) 


3.2 






3 'a 


134421 AU077196 Hs.82985 


collagen, type V, alpha 2 


6.3 








134436 U29344 HS.B3190 


fatty acid synthase 


3.3 


710 


217 


2 


134485 X82153 HS.B3942 


rathepsin K (pycnodysoslosis) 


34.3 


411 


12 


5.1 


134487 AF061739 Hs.83954 


protein associated with PRK1 


4.8 






to- 


134495 D63477 Hs.84087 


KIAA0143 protein 


3.1 


■M7 


Ml 




134520 BE0910Q5 Hs.74861 


aclivated RNA polymerase li iranscriptio 


3.3 








134542 M14156 Hs,85112 


insulin-like growth factor 1 (somatomedl 


4.2 


42 




2.5 


134570 U66615 Hs.172280 


SWI/SNF related, matrix associated, acti 


3.9 


39 


] 


2,5 


134590 AW903849 Hs.173840 


HUEL(C4orf1)-interacting protein 


3.7 




V 


0,6 


134604 NM_0Q2884Hs,865 


RAP1A, member of RAS oncogene family 


5.2 








134612 AW068223 Hs.171581 


Ublquitin C-terminal hydrolase UCH37 


4.9 


49 


1 


3.7 


134643 AW299723 Hs.87223 


bone morphogeneflc protein receptor, typ 


5.2 


52 


5 


3.5 


134654 AK0O1741 Hs.8739 


hypothetical protein FLJ 10879 


6.4 








134656 AI750878 Hs,87409 


thrombospondin 1 


12.6 


1?^ 




10.8 


134672 AF271212 Hs.322901 


disrupter of silencing 10 


5.4 


81 


15 


2.6 


134700 AK000606 Hs.8868 


golgi SNAP receptor complex member 1 


3.4 


^ s 




]™ 


134711 X04011 Hs.88974 


cytochrome b-245, beta polypeptide (chro 


3.2 




a 


13.9 


134722 AF129536 Hs.284226 


F-box only protein 6 


7 


70 


6 




134856 BE281128 Hs!9O30 


TONDU 


3.1 


31 


1 


2.3 


134880 AI879195 Hs.90606 


15 kDa selenoprotein 


5.7 


57 


1 


5 


134917 XB7241 Hs.16B994 


FAT tumor suppressor (Drosophlla) homolo 


3.2 


153 


46 


4.7 


134921 AL137491 Hs.125511 


Homo sapiens mRNA; cDNA GKFZp434P1530 (f 4 


452 


114 


2 


134982 AK002085 Hs,92308 


Homo sapiens cDNA FLJ1 1223 fis, clone PL 


5.1 


150 


30 


7.2 


134989 AW968058 Hs,92381 


nudix (nuclesside diphosphate linked moi 


8.2 


114 


14 


9.9 


135029 H58818 Hs.187579 


hydroxysteroid (17-beta) dehydrogenase 7 


11.5 


115 


1 


10 


135035 AL034344 Hs.284186 


forkheadboxCI 


5.4 


259 


49 


1.4 


135051 A1272141 Hs,83484 


SRY (sex determining region Y)-box 4 


3.3 


1296 


394 


2.2 


135062 AK000967 Hs.93872 


KIAA16B2 protein 


3.8 


240 


64 


3,2 


135073 W55956 Hs.94030 


Homo sapiens mRNA; cDNA DKFZp5B6E1624 ((8.1 


101 


13 


7.9 


135098 AW274526 Hs.277721 


ovarian carcinoma antigen CA125 


3.3 


33 


1 


2.6 
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135117 W52493 Hs.94694 


Homo 'aniens cDNA FLJ10561 fs cl NT 


53 


53 




4 1 




s 1 35144 NM.01 6255Hs,95260 














135154 AK001835 Hs,267812 














135155 AI207958 Hs,16655B 


Homo sapiens Similar to TEA domain faml 


61 


61 


1 






135172 ABQ2S956 Hs.12144 


K/M1033 protein ' - " ' 


3.4 










135242 AI583187 Hs.9700 


cyclin E1 


3.1 


31 


, 


23 




135243 BE463721 Hs.97101 


putative G protein-coupled receptor 


3.4 










135269 NMJ03403Hs.9749S 


YY1 transcription factor 


3.4 




142 


2J5 




135356 BE31294B Hs.16104 


hypothetical protein FU11274 


3.1 










135357 AI565004 Hs.79572 


cathepsln D (lysosomal aspartyl protease 


4.7 


710 


1 r 1 


25 




135389 U05237 Hs.99872 


fetal Alzheimer antigen 


20.6 


206 




19 1 




135397 L14922 Hs.166563 


replication factor C (activator 1) 1 (14 


3.2 










-135400 X78592 Hs.99915 


androgen receptor (dihydrotestosterone r 


3.2 


117 


37 


9^4 




' . AI471525 Hs.247486 


ESTs 


3.8 


53 


16 


5,5 




X70683 HS.9366B 


ESTs 


1.8 


1047 


596 


1,6 




L14922 He.82128 


5T4 oncofetal trophobtest glycoprotein 


5 


265 


58 


1.2 




M23263 Hs.904 


amylo-1 ;6-glucosidase; 4-alpha-glucarjotransferas 


3.1 


31 




2,6 


AI267886 Hs,148027 


polymerase (RNA) II (DNA directed} polypeptide 


B 


7.8 


137 


18 


11.9 


AA044840 Hs.241676 


stromal cell-derived factor 1 


4,7 


114 


25 


0.9 




N9096D Bs.227459 


ESTs; Moderately similar to llll ALU SUBFAMILY 


4.7 


151 




9.3 


AA873285 Hs.137947 


ESTs 


4.7 


47 


3 


4.4 




T56679 Hs.865 


RAP1A; member of RAS oncogene family 


4 


40 


1 


3.4 




AA305536 


"EST176522 Colon carcinoma (Caco-2) cell line 


I 


3.S 


121 


34 


11.3 


AI369384 


aryJsulfatase D 


3.5 


113 


33 


1.7 




AA219081 Hs,242396 


ESTs; Moderately similar to !!!! ALU SUBFAMILY] 


3.4 


107 


32 


9.9 
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TABLE 10A 



Table 10 A shows the accession numbers for those pkeys lacking unigenelD's for Table 10. 
5 For each probeset, we have listed the gene cluster number from which the oligonucleotides 
were designed. Gene clusters were compiled using sequences derived from Genbank ESTs 
and mRNAs. These sequences were clustered based on sequence shmlarity using Clustering 
and Alignment Tools (DoubleTwist, Oakland California). The Genbank accession numbers 
for sequences comprising each cluster are listed in the "Accession" column. 

10 

Pkey: Unique Eos probeset identifier number 

CATnumbBr: Gene cluster number 
Accession: Genbank accession numbsra 



Pkey CAT number 


Accession 


123619 3716B1J 


M6O2964AA6092Q0 


104602 524482J 


H47610 R85920 


121581 283769J 


AA4 16568 AA442889 AA4 17233 M442223 


123523 genbank_AA60858 


8 AA6085B8 


100B21 tigcHT4306 


M2S460U09116 


125091 genbank_T91518 


T91518 


125150 NOT_FOUNDj!n1rez3/38240 W38240 


118475 genbank_N66845 


N65845 


104787 genbankJ\A027317 AA027317 


106055 gent>ankJ\A417034 AA417034 


113702 genbank_T97307 


T97307 


101046 entrez_K01160 


K01160 


101447 entrez_M21305 


M21305 


101624 entrez M55998 


M55998 


124677 genbank R01073 


R01073 


110581 genbank H61560 


K61580 


119023 genbank NGS483 


N9S488 


110775 genbank N22414 


N22414 


112092 genbank_R44538 


R44538 


112253 genbank_R51818 


R51818 


107014 genb"an!LAA59B82 


AA59BB20 


114988 genbai*LAA2510B9 AA251089 
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TABLE 11: Figure 11 from BRCA 001-3 PCT 



5 Table 11 depicts a preferred group of genes upregulated in tumor tissue compared to normal 
breast tissue. 



Pkey: Unique Eos probeset identifier number 

10 ExAccn: Exemplar Accession number, Genbank accession numbsr 

UnlgenelD: Unigene number 

Unigene Title: Unigene gene iftte 

R1 : Ratio of tumor to normal body tissue 

R2: Ratio of 90" percentile tumor io normal body 

15 R3: Ratio of 75 th percentile normal body to tumor 

R4: Ratio of tumor to normal breast tissue 



Pkey ExAccn UnigenelD Unigene Title 


R1 


R2 


R3 


R4 


100131 D12485 Hs. 11951 ectonucleoiidepyrophosphalase/phosphodi 


13.2 


244 


19 


9.9 


1C0147 D13666 HS.13634B osteoblast sp U u t r I (fescichn 


15.7 


1030 66 


5 


100522 X51501 Hs.99949 proiadin-lnduced protein 


22.7 


760 


34 


1.4 


100566 L05424 Hs.169610 CD44 antigen {homing function and Indian 


8.5 


85 


1 


3,2 


101104 AW862258 Hs.169266 neuropeptide Y receptor Y1 


15.3 


153 


1 


14.1 


1 01478 NM_002890Hs.758 R AS p21 protein activator (GTPase activa 


9.6 


96 


1 


8,5 


101724 L11690 Hs.620 bullous pemphigoid antigen 1 (230/240kD) 


9.4 


94 


1 


0.3 


101 7S4 S70114 Hs.239489 TIA1 cytotoxic granule-associated RNA-bi 


B,9 


89 


5 


8 


101 888 AL049610 Hs. 95243 transcription elongation factor A (Sll)- 




73 


1 




102185 BE313280 Hs!l59627 death associated protein 3 


9.Z 


93 


5 


8' 


1023D4 AF015224 Hs,46452 mammaglobin 1 


8.5 


2058 243 


1,4 


102348 U37519 Hs.87539 aldehyde dehydrogenase 3 family, member 


6.4 


428 


67 


2,3 


10245? NM_001394Hs.2359 dual specificity phosphatase 4 


20.2 


202 


5 


1.3 


102567 U83830 Hs.146847 TRAF fan I mem! a oclated NFKB activ 


8.2 


82 


1 


6.8 


102823 D85390 Hs.5057 carboxypeptidase D 


5.6 


56 


1 


5.3 


103557 AL133415 Hs.297753 vimentin 


7.5 


136 


18 


3.4 


103613 NWL000346HS.2316 SRY (sex detetm'ning region Y>box 9 (ca 


7.3 


73 


1 


5.2 


104115 AF183B1G Hs.26102 opposite strand to trichomlnophalangoal 


29 


290 


1 


26.3 


104657 AI239923 Hs.30098 ESTs 


14.9 


149 


1 


6.4 


104804 AI858702 Hs.31803 ESTs, Weakly simllarto N-WASP [H.sapien 


7.7 


77 


1 


5.1 


104807 AI139058 Hs.125790 leucine-rich repeatcontaining 2 


7 


70 


1 


6.5 


104S96 AWD1S31B Hs.23165 ESTs 


7.4 


74 


1 


6 


104943 AF072873 Hs.114218 frizzled (Drosophila) homolog 6 


16.2 


162 


1 


4,2 


105038 AW503733 Hs.9414 KIAA1488 protein 


5.5 


55 


1 


5,2 


105329 AA234561 Hs.22862 ESTs 


2.8 


131 


47 


3.9 


105500 AW602166 Hs.222399 CEGP1 protein 


25.4 


£08 


20 


3 


105516 AK001269 Hs,30738 hypothetical protein FLJ104O7 


8.3 


83 


3 


1.8 


105730 AW377314 Hs.5364 DKFZP564I052 protein 


6.9 


69 


1 


4.4 


106012 AI240665 Hs.8895 ESTs 


21.2 


212 


6 


17,4 


106095 AF115402 Hs.11713 E74-like factor b (ets domain transcript 


26.3 


355 


14 


1 


103155 M425414 Hs.33287 nuclear factor MB 


9.9 


483 


49 


1.8 


107102 AB037765 Hs,30652 KIAA1344 protein 


6.3 


63 


1 


5.4 


107136 AV661958 Hs.8207 GK001 protein 


2.5 


392 


155 


4.3 


107151 AW378065 Hs.8687 ESTs 


15.6 


156 


7 


10.8 


107922 BE163855 Hs.61460 Ig superfamily receptor LMIR 


9 


'90 


1 


5,5 


108339 AW151340 Hs.51615 ESTs, Weakly similar to ALU7_HUMAN ALU S 


18.7 


187 


1 


17 


109112 AW419196 Hs.257924 hypothetical protein FU1 3782 


4.1 


334 


82 


3.4 


109292 AW975746 Hs.18B662 KSAA1702 protein 


7.1 


71 


1 


6.5 


109415 U80736 Hs.110826 trinucleotide repeat containing 9 


12.3 


123 




11.3 


109912 AW39DB22 Hs,301528 L-kynurenineyalpha-aminoadipateaminotra 


14.2 


142 


1 


9.5 


110009 BE075297 Hs.6614 ESTs.V saklvslmil r .n rt 43f32 mucin 2p 


6.3 


693 


110 


7.2 


110915 BE092285 Hs.29724 hypothetical protein FLH31B7 


20.9 


203 


1 


19.5 


111164 N46180 Hs.122489 Homo sapiens cDNAFLJ13289fis, clone OV 


7.7 


77 


1 


5 
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111179 AK000136 Hs,107SO asporin (LRR class 1) 


25,1 


288 


12 


6,7 


111190 AK002055 Hs.151046 hypothetical protein FU11193 


6.3 


S3 


1 


5.8 


111223 AA852773 Hs.334838 KIAA1866 protein 


3.6 


402 


112 


4.9 


111357 BE314949 Hs.87128 hypothetical protein FLJ23309 


3.8 


425 


111 


4 


112244 ABO2900O Hs.70823 KIAA1077 protein 


5.7 


567 


100 


6.7 


113047 AI571940 Hs.7549 ESTs 


9.6 


124 


13 


9 


1 13702 T97307 gb:ye53h05.s1 Scares fetal liver spleen 


12.3 


129 


11 


11.7 


114124 W57554 Hs.125019 lymphoid nuclear prolein (LAF-4) mRMA 


24.2 


242 


10 


5.6 


1 14138 AW384793 Hs.15740 Homo sapiens mRMA; cDNA DKFZp434E033 {fr 6.7 


67 


1 


6.3 


114768 AF21284B Hs.182339 cts homologous factor 


13,7 


137 


1 


8.9 


114860 AL1 57545 Hs.42179 faromadomain and PHD finger containing, 3 


9.1 


91 


1 


7.6 


114965 AI733881 Hs.72472 BMP-RIB 


35.0 


359 


10 


29,7 


114986 AA251 089 gb:zs04f05.s1 NC1_CGAP_GCB1 Homo sapiens 1 1 .5 


115 


1 


6.9 


115206 AW183695 Hs.186572 ESTs 


5.8 


58 


1 


5 


115719 AW9924Q5 Hs.59622 Homo sapiens, clone IMAGE:35Q7281, mRNA, 


7.6 


144 


19 


13.9 


115844 AI3730B2 Hs.33293B hypothetical protein MGC5370 


6,2 


62 


1 


5.4 


116470 AI272141 Hs.83484 SRY (sex determining region Y)-box 4 


1.8 


1047 596 


1.6 


1 16786 H25836 Hs.301527 ESTs, Mcdei ite l;« similar to unknown [H.s 


22.8 


226 


9 


12.4 


117280 M18217 Hs.172129 Homo sapiens cDNA: FLJ21409 fls, clone C 


3.9 


322 


83 


4.4 


117412 N32536 Hs.42645 solute carrier family 16 (monocarboxylic 


17.4 


174 


9 


6.9 


11B472 AL157545 Hs.42179 bromodornain and PHD finger containing, 3 


14.5 


145 


1 


2.4 


119271 A1051118 Hs.65328 Fanconl anemia, implementation group F 


8.2 


62 


1 


6.4 


119771 AI905687 Hs.2533 EST 


3.5 


2073 595 


2.1 


120562 BE244580 Hs.302267 hypothetical protein FU10330 


8.5 


127 


15 


1.6 


121463 AK000282 Hs.2396B1 hypothetical protein FU20275 


10.3 


103 


1 


9.3 


121723 AA243499 Hs.104800 hypolhetical protein FLJ10 134 


2.9 


214 


74 


3.7 


122963 AA478446 Hs.89559 KIAA1096 protein 


7.2 


72 


1 


5.7 


123137 AI073913 Hs.100S86 ESTs, Weakly similar to JE0350 Anterior 


9.9 


351 


36 


13.9 


123619 AA602964 gb:nD97c02.s1 NCLCGAP Pr2 Homo sapiens 


8.5 


85 


1 


4,3 


123709 AA706910 Hs.112742 ESTs 


3.9 


60 


16 


4.8 


124006 AI147155 Hs.270016 ESTs 


5.8 


321 


55 


17 


124059 BE387335 Hs.283713 ESTs, Weakly similar to S64054 tiypotheti 


10.4 




85 


5.3 


124308 AA249027 Hs.241507 ribosomal protein S6 


10.5 


105 


1 


£.9 


125279 AW401809 Hs.4779 KIAA1 150 protein 


13.1 


131 


1 


5.1 


125617 AA287921 Hs.164950 ESTs 


6.7 


67 


1 


6 


127439 D60237 Hs.143S8 SH3 domain binding glutamic acid-rich pr 


30.6 


303 


4 


26.5 


128305 AI95496B Hs.2790D9 matrix GJa protein 


7.5 


75 


1 


6.5 


128482 AI694143 Hs.296251 programmed cell death 4 


7.2 


72 


1 


5.8 


128790 AF026692 Hs.105700 secreted frizzled-rclatcd protein 4 


17.4 


409 


24 


7.8 


126925 R67418 Hs.21851 Homo sapiens cDNA FU12900 fis, clone NT 


7.1 


392 


56 


3.6 


129017 AA1 15333 Hs.10796B ESTs 


8.2 


B2 


1 


7,4 


129229 AF013758 Hs.109843 polyadenylate binding proteln-interactln 


7.1 


71 


1 


6,2 


129337 MrVL014918Hs.11048a KIAA0990 protein 


9.5 


95 


1 


8.5 


1293B6 BE220806 Hs.184697 Homo sapiens clone 23785 mRNA sequence 


7.1 


150 


21 


14.5 


129821 AB028945 Hs, 12696 cortactin SH3 domain-binding protein 


11.4 


114 


1 


10 


130036 BE061916 Hs.125849 chromosome 8open reading frame 2 


6.7 


67 


1 


5.7 


130057 AF027153 Hs.324787 solute carrier family 5 (Inositol transp 


1 


1 


1 


1 


130095 AK001635 Hs.14838. hypothetical protein FLJ10773 


14.6 


219 


15 


7.6 


130343 AB040914 Hs.27862B KIAA1481 protein 


13.2 


331 


25 


12,4 


130385 AW067800 Hs.155223 stanniocalcln 2 


72.2 


722 


1 


1,9 


13D407 BE385099 Hs.334727 hypothetical protein MGC3017 


6.5 


65 


4 


6.3 


130441 U63630 Hs.155637 protein kinase, DNA-actlvated, catalytic 


fi.1 


61 


1 


5.7 


130455 DS0041 Hs. 155956 N-acetyltransferass 1 (aryiamine N-acety 


10.8 


706 


66 


S.2 


1306D4 AA383256 Hs.1657 estrogen receptor 1 


32.2 


322 


1 


4.7 


130617 M90516 Hs.1674 giutamine-fractose-6-phosphatetransamln 


10 


100 


1 




130712 AJ2718B1 Hs.279762 bromodomain-conlaming 7 


17.5 


175 


2 


12.3 


131148 AW953575 Hs.303125 p53-induced protein PIGPC1 


3.8 


5B5 


153 


3.7 


131388 NMJ)14810Hs.92200 K1AA0460 gene product 


7.6 


76 


1 


5 


131 5S4 T93500 Hs.28792 Homo sapiens cDNA FU11041 fis, clone PL 


4.7 


381 


81 


6.4 


131742 AA9S1420 Hs,31433 ESTs 


11.7 


117 


1 


10.1 


131877 J0408B Hs.156346 topoisomerase (DNA) il alpha (170kD) 


6.8 


6B 


1 


5,6 


131985 AA503020 Hs.36563 hypothetical prolein FLJ224 18 


40.2 


402 


1 


4 


132316 U28831 Hs.44566 KIAA1641 protein 


18.6 


186 


10 


1.5 


132528 T78736 Hs.50758 SMC4 {structural maintenance of chromoso 


9.3 


93 


1 


B.4 


132742 AA025480 Hs.292612 ESTs, Weakly similar to T3346B hypotheli 


6.5 


65 


1 


5.6 


132990 X77343 Hs.334334 transcription factor AP-2 alpha (activat 


12.7 


311 


25 


2.4 


133015 AJ002744 Hs,246315 UDP-N-acetyl-alpha-D-galaciosam!ne:polyp 


4.G 


427 


S3 


10.4 
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too iyy nrioiaoi ns.twuo flomoiog Qiyeasiiuny cnalri poiyunsaiura 




515 


275 




133240 AK001489 Hs.242894 ADP-ribosylation factor-like 1 


8.1 


81 


1 


4,6 


133271 Z48633 Hs.283742 H.saplens mRNA for retrotransposon 


12.4 


124 


6 


10.8 


133640 AW246428 Hs.75355 ubiquitin-conjugating enzyme E2N (homofo 


8.5 


65 


1 


7.2 


133746 AW410035 Hs,75B62 MAD (mothers against decapenlaplegic, Dr 


9.3 


93 


1 


7,8 


133999 AA535244 Hs.7B305 RAB2, member R AS oncogene family 


7.8 


78 


1 


5.6 


134110 U41Q60 Hs.79136 LIV-1 protein, estrogen regulated 


4.5 


1472 330 


2,1 


134485 XB2153 Hs.83942 caihepsln K {pyenodysostosis} 


34.3 


411 


12 


5.1 


134654 AK001741 Hs.8739 hypothetical protein FLJ10879 


6.4 


64 


1 


5.1 


134B80 AtB79195 Hs.90606 15 kDa selenoprotein 


5.7 


57 


1 


5 


135029 H58818 Hs.187579 hydroxysteroid {17-beta) dehydrogenase? 


11.5 


115 


1 


10 


135389 U05237 Hs,99872 fetal Alzheimer antigen 


20.6 


206 


4 


19.1 


128305 AI954968 Hs.279009 matrix Gla protein 


9.4 


94 


3 


5.3 
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TABLE 11A 



Table 11A shows the accession numbers for those pkeys lacking unigenelD's for Table 1 1 . 
5 For each probeset, we have listed the gene cluster number from which the oligonucleotides 
were designed. Gene clusters were compiled using sequences derived from Genbank ESTs 
and mRNAs. These sequences were clustered based on sequence similarity using Clustering 
and Alignment Tools (DoubleTwist, Oakland California). The Genbank accession numbers 
for sequences comprising each cluster are listed in the "Accession" column. 

10 

Pkey: Unique Eos probeset identifier number 

CAT number: Gene cluster number 
Accession: Genbank accession numbers 

15 

Pkey CAT number Accession 

123619 371681 J AA602964 M609200 
20 113702 genbank_TS73Q7 T97307 
114968 genbank_AA2510B9 AA251089 
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TABLE 12: Figure 12 from BRCA 001-3 PCX 



5 Table 12 depicts a preferred group of genes upregulated in tumor tissue compared to normal 
breast tissue. 



Pkey: Unique Eos probeset Identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigenelD: Unlgene number 

Unigene Title: Unigene gene title 

R1 : Ratio of tumor to normal body Hssue 

R2: Raft) of 00" percentile tumor to body 

R3: Ratio of 75"> percentile body to tumor 

R4; Rat/oof tumor to normal breast tissue 

Pkey ExAccn UnigenelD Unigene Title 

100131 D12465 -Hs.11951 phosphodiesterase J(PC-1) 

105500 AW602166 Hs.222399 ESTs 

112244 AB029000 Hs.70823 KIAA1077 protein 

114124 W57S54 Hs.12501'9 ESTs 

119771 AI905687 Hs.2533 ESTs 

121723 M243499 Hs. 104600 ESTs 

128790 AF026692 Hs.1 05700 secreted frizzled-related protein 4 17/ 

131148 AW953575 Hs.3D3125 ESTs 3.8 

131985 AA503020 Hs.36563 ESTs 40.2 

133199 AF231981 Hs,250175 Homo sapiens done 23904 mRNA sequence 3 



3.5 2073 595 . 2.1 
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TABLE 13: Table 1 from BRCA 001-5 US 
Table 13 depicts a preferred group of genes upregulated in breast cancer cells. 



Pkey: Unique Eos prabeset Identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigenelD: Unigene number 

Unigene Titte: Unigene gene title ■ 

R1 ; Ratio of tumorto normal body tissue 



Pkey ExAccn UniGonelD Unigene Title 



100038 M97935 

100039 M97935 
10004D M97935 
100041 M97935 
100D82 AB003103 
100091 AF000177 
100100 AF00BO84 
100103 AF007875 
100114 D00595 
100121 D10495 
100123 D10523 
100128 D11Q94 
100131 D12435 
100137 D13627 
1DD144 D 13843 
100147 D136S6 
100154 D14657 
100164 D14812 
100169 D14878 
100190 D21090 
100203 D25538 



100387 D83777 
100393 D84145 
100398 D84557 
100405 D86425 
10D40S D86479 
100409 D86957 
100421 D86985 

100446 D87464 

100447 D67465 

100448 D87469 



Hs.4295 

Hs.111783 

Hs.11538 

HS.50B5 

Hs.82962 

Hs.155342 



Hs.61153 
Hs.11951 
Hs. 15071 
Hs.75616 
Hs. 136348 




Hs.278721 
Hs.75137 
Hs.39913 
Hs.155462 
Hs.82733 
Hs.1 18397 
Hs.30712 
Hs.79276 
Hs. 10037 
Hs.74583 
Hs.57652 



control 
control 
control 
control 

proteasome (prosome; macropain) 263 sub 
Lsm1 protein 

aclin related protein 2/3 complex; subunlt 

dolichyl-phosphate mannosyltransferase p 

tiiymidylate synthetase 

protein kinase C; delta 

oxoglutarate dehydrogenase (lipoamide) 

proteasome {prosome; macropain) 26S sub 



chaperonln containing TCP1 ; subunit 8 (t 
Human mRNA for KJAA0D1 8 gene; comp 
osteoblast specific factor 2 (fasciclin l-like 
K1AA0101 gene product 
MORF-relaledgeneX 
D123 gene product 
RAD23 (S. cerevlsiae) homolog B 
adenylate cyclase 7 

blliverdin reductase 8 (flavin reductase {N 
proteasome (prosome; macropain) subunit 
proteasome (prosome; macropain) subunit 
bone marrow stromal cell antigen 2 
interferon-induced; hepatitis C-assoclated 
KIAA0071 protein 

chaperonin containing TCP1; subunit 5 (e 
antioxidant protein 1 
hypothetical protein 

platelet-activating factor acetylhydralase; 
KIMQ153 protein 

Homo sapiens mRNA for squalens epoxld 
ubiquitin-conj'jgatlng enzyme E2G 1 (horn 
extra spindle poles; S. cerevislae; homolo 
KfAA0175 gene product 
KiAA0132 protein 

Ke4 gene; mouse; human homolog of 
KIAA0193 gene product 
novel RGD-confairting protein 
mlnichromosome maintenance deficient (m 
nldogen 2 

AE-binding protein 1 
KIAA0202 protein 

Human mRNA for KIAA0232 gene; comp 
K1M0274 gene product 
KIAA0275 gene product 
SGF-like-domain; mulliple 2 
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1 00467 D69052 


Hs.7476 


ATPase; H+ transporting; lysosomal (vacu 


7.5 


100468 D89239 


Hs.1 18722 


fucosyltransferase 8 (alpha (1;6) fucosyitr 


5 


100485 HT1112 


Hs.10842 


Raslike Protein Tc4 


16.9 


100497 HT1400 


Hs,79137 


Carboxyt Methyliiansferase, Aspartate, A 


5,6 


10Q618 HT271C 


Hs.1 14599 


Collagen, Type Wit, Alpha 1 


7.5 


100661 HT3018 


Hs.1 32748 


Ribosomal Protein L39 Homotog 


4,4 


100667 HT3127 


Hs.169610 


Eplcan, Alt. Splice 11 


4.6 


100668 HT3938 


HS.16961D 


Epican, Alt. Splice 12 


4.4 


100676 HT3742 


Hs.287820 


Fibronectin, Alt. Splice 1 


9 


100775 HT263B8 


Hs.89603 


Mucin 1, Epithelial, Alt. Splice 9 


4.7 


100763 HT401B 


Hs.191356 


Basic Transcription Factor, 44 Kda Subun 


13.7 


100829 HT4343 


Hs.278544 


Cytosollc Acefoacetyl-Coenzyme A Thio 


10.6 


100830 HT4344 


Hs.4756 


Rad2 


5,5 


100B4O HT4392 


Hs.183418 


Protein Kinase Pilslre, Alpha, Alt. Splice 


4.1 


100850 HT417 


Hs.297939 


CathepsfnB 


4 


100866 HT45B2 


Hs.75113 


Transcription Factor liia 


4.9 


100906 HT5158 


Hs.5398 


Guanoslne 5'-Monophosphate Synthase 


8.7 


100914 HT511 


Hs.324178 


Ras Inhibitor Inf 


7.2 


100918 HT544 


Hs.73946 


Endothelial Cell Growth Factor 1 


5.9 


100945 HT884 


Hs.180686 


Oncogene E8-Ap, Papillomavirus 


4.6 


100975 J02923 


Hs.76506 


lymphocyte cytosolic protein 1 {L-p!astin 


30.1 


100988 J03589 


Hs.76480 


ubi£juitWite4 


8.3 


100996 J03909 


Hs.14623 


interferon; gamma-inducible protein 30 


6.9 


100999 J03934 


Hs.80706 


diaphcrase (NADH/NADPH) (cytochrom 


A3 


101011 J04430 


Hs.1211 


acid phosphatase 5; tartrate resistant 


5.9 


101017 J04599 


Hs.821 


blglycan 


5.1 


101031 J05070 


Hs.151738 


matrix metalloproteinase 9 {gelatinase B; 


37.2 


101038 J05249 


Hs.79411 


replication protein A2 (32kD) 


6,1 


101054 K02405 


Hs.73931 


Human MHC class II HIADQ-beta mRN 


4,3 


101061 K03515 


Hs.1 80532 


glucose phosphate isomerase 


4.3 


101091 L06132 


Hs.149155 


voltage-dependent anion channel 1 


7.4 


101097 L06797 


Hs.69414 


chemokine (C-X-C motif); receptor 4 (fus 


4,6 


101104 L07615 


Hs.169266 


Human neuropeptide Y receptor Y1 (NPY 


18.3 


101143 L12723 


Hs.90093 


heat shock 70kD protein 4 


17.4 


101152 L13800 


Hs.9884 


Homo sapiens liver expressed protein gen 


7.6 


101183 L19779 


Hs.795 


H2A histone family; member O 


10.9 


101216 L25876 


Hs.84113 


cyclin-dependent kinase inhibitor 3 (CDK 


7.4 


101233 L29008 


Hs.878 


sorbitol dehydrogenase 


14.6 


101247 L33B01 


Hs.78002 


glycogen synlhase kinase 3 beta 


7.5 


.101282 L36810 


Hs.79387 


proteasome (prosome; macropaln) 26S sub 


4.4 


101326 L42572 


Hs.78504 


inner membrane protein; mitochondrial (m 


5.S 


101332 L47276 


Hs.156346 


Homo sapiens (cell line HL-6) alpha fopo 


18.9 


101 346 L77213 


Hs.30954 


phosphomevalonate kinase 


7.5 


101352 L77701 
101376 M13755 


Hs.16297 
Hs.833 


COX17 (yeast) homolog; cytochrome cox 
interferon-s'imulated protein; 15 kDa 


9.3 
13.1 


101395 Ml 5796 


Hs.7B996 


proliferating cell nuclear antigen 


8.6 


101404 M16342 


Hs.1 82447 


heterogeneous nuclear rlbonucleoprotein C 


4.5 


101439 M20S02 


Hs.268571 


apolipoprotein C-l 


6.1 


101464 M2253B 


Hs.51299 


NADH dehydrogenase (ubiquinone) flavo 


8.7 


101469 M22877 


Hs.169246 


Human somatic cytochrome c (HCS) gene 


4.2 


101472 M22960 


Hs.1 18126 


protective protein for bata-galactosidase ( 


6.5 


101478 M23379 


Hs.758 


RAS p21 protein activator (GTPase activa 


14 


101484 M24594 


Hs.20315 


interferon-induced protein 56 


9.2 


101539 M30818 


lls.926 


myxovirus (Influenza) resistance 2; homo! 


5.1 


101540 M30938 


Hs,84961 


X-ray repair complementing defective rep 


4.7 


101544 M31169 




Human propionyl-CoA carboxylase beta-s 


5.5 


101552 M31642 


Hs.62314 


hypoxanthine phosphoribosyltransferase 1 


8,5 


101580 M34677 


Hs.83363 


DNA segment on chromosome X (unique) 


4.5 


101600 M37583 


Hs.119192 


H2A histone family; member Z 


5.7 


101663 M60750 


Hs.2178 


H2B histone family; member A 


5,8 


1016S4 M60752 


Hs.121017 


H2A histone family; member A 
nucleolin 


13.5 


101657 M60858 


Hs.79110 


4 


101684 M63256 


Hs.75124 


cerebellar degeneration-related protein (62 


7,6 


101702 M64929 


Hs.179574 


protein phosphatase 2 (formerly 2A); regu 


4.2 


101754 M77142 


Hs.239489 


TIA1 cytotoxic granule-associated RNA-b 


4.5 


101758 M77836 


Hs.79217 


pyrroline-5-carboxylate reductase 1 


5.7 


101767 M81057 


Hs, 180884 


carboxypeptidase B1 (tissue) 


21.7 
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101770 M81601 Hs.78869 transcription elongation factor A (Stl); 1 4.6 
101791 MS3B22 Hs.62354 cell division cycle 4-like 9.7 
101603 MS6546 Hs.155691 pre-B-cell leukemia transcription factor 1 5.5 
101909 MB6849 Hs.323733 Homo sapiens connexin 26 (GJB2) mRNA 22.5 
5 101839 M93036 Hs.69Z membrane component; chromosomal 4; su 4 
101851 M94250 Hs,82045 midkine {neurite growth-promoting factor 7.6 
101888 M99701 Hs.95243 transcription elongation factor A (SHJ-like 114 
101973 SB2597 Hs.80120 UDP-N-acetyl-alpha-D-galactosamlne:po 4.6 
101991 U00968 Hs.166 Human SREBP-1 mRMA; complete cds 4.1 
10 102009 U02680 Hs.82643 protein tyrosine kinase 3 4.4 
102025 U03911 Hs.78934 mutS (E. coil) homolog 2 (colon cancer; n 4 

102047 U07158 Hs.33734 syntaxin 4A (placental) 6.1 

102051 U07550 Hs.1197 heat shock 10kC protein 1 (chaperonin 10 4.4 

102083 U10323 Hs.75117 interleukln enhancer binding factor 2; 45k 10.4 

15 102095 U11313 Hs.75760 sterol carrier protein 2 9.5 

102130 U15009 Hs.1575 small nuclear ribonucleoprotein D3 polyp 6.6 

102133 U15173 Hs.155596 BCL2/acienov;ais E1B 19kD-interacting p 4.3 

102148 U1B954 Hs.75823 ALU-fused gene from chromosome 1q 6.9 

102179 U19713 Hs.76364 allograft inflammatory factorl 4.8 

20 1021BQ U19718 Hs.83551 micrafibrillar-assacialed protein 2 7.2 

102193 U2075B Hs.313 secreted phosphoprotein 1 (osteopontin; b 7.2 

102198 U21080 Hs.74598 polymerase (DNA directed); delta 2; regu 4.3 

102202 U21931 Hs.574 fnjctose-bisphosphstase 1 4.5 

102209 U22970 Hs.265S27 interferon; alpha-inducibfe protein (clone 9.9 

25 102211 1)23070 Hs.73776 putative transmembrane protein 4 9 

102220 UZ43B9 Hs.65436 (ysyl oxidase-Ske 1 8.5 

102224 U247Q4 Hs.14B495 proteasome (prosome; macropain) 26S sub 5.4 

102234 U25312 Hs.278554 chromobox homolog 3 (Drosophila HP1 g 7.7 

102250 U28014 Hs.74122 caspase 4; apoptosls-related cysteine prot 5.4 

30 102260 U28386 Hs.159557 karyopherin alpha 2 (RAG cohort 1; impo 6.3 

102261 U28488 Hs. 155935 complement component 3a receptor 1 5.7 

102273 U30888 Hs.75981 ubiquitin specific protease 14 (tRNA-o,uan 6.1 

102298 U32849 Hs.54483 N-myc {and STAT) Interactor 4.1 

102302 U33052 Hs.69171 protein kinase C-like 2 4.3 

35 1023D5 U33286 Hs.90073 chromosome segregation 1 [yeast homolo 5.4 

102320 U34683 Hs.82327 glutathione synthetase 4.1 

102330 U35451 Hs.77254 chromobox homolog 1 (Drosophila HP1 b 4 

10234B U37519 Hs.87539 aldehyde dehydrogenases 9.4 

102361 U3940Q Hs.75859 chromosome 1 1 open reading frame 4 5.2 

40 102362 U39412 Hs.75932 N-ethylmateimide-sensitive factor attachm 9.3 

102369 U39840 Hs.299857 hepatocyte nuclear factor 3; alpha 7.7 

102395 U41767 Hs,9220B a disintegrin and metalloprotelnase domai 10.4 

102409 U43236 Hs.118725 selenopfiosphate synthetase 2 6.2 

102418 U43923 Hs.79058 suppressor of Ty (S.cerevisiae) 4 homolog 4.1 

45 102425 U44772 Hs.3873 palmitoyl-protein thioesferase (cemfd-lipo 4.8 

102457 U48B07 Hs.2359 dual specificity phosphatase 4 6.3 

102465 U49352 Hs.81548 2;4-dienoyl GoA reductase 1; mitochondri 9.4 

102495 U51240 Hs.79356 Lysosomal-assoclated multispanning mem 6.5 

102534 U56B33 Hs.198307 von Kippel-Llndau binding protein .1 8.6 

50 102545 U57B77 Hs.3577 succinate dehydrogenase complex; subuni 4.3 

102549 U5BD46 Hs.198899 eukaryotic translation Initiation factor 3; s 6.3 

102557 U58766 Hs.264428 tissue specific transplantation antigen P35 5 

102562 U5930S Hs,75653 fumarate hydratase 6 

10256B 1)59877 Hs.223025 RAB31; member RAS oncogene family 9.1 

05 1 02580 U60808 Hs.152981 CDP-diacylglyceroS synthase (phosphatid 7.9 

102581 U61145 Hs.77256 enhancer of zoste (Drosophila) homolog 2 7.6 

102590 U62136 Hs.79300 Homo sapiens enterocyle differentiation a 7 

102591 U62325 Hs.324125 amyloid beta (A4> precursor praiein-bindi 4 

102592 U623B9 Hs.11223 Human putative cytosollc NADP-depende 5 
60 102617 U65928 Hs.198767 Jun activation dcman binding protein 6.1 

102618 U65932 Hs.81071 extracellular matrix protein 1 23.2 

102638 U67319 Hs.9216 caspase 7; apoptosis-related cysteine prot 8.9 

102663 U70322 Hs.168075 karyopherin (importin) bela 2 7.1 

102666 U7QS60 Hs.279910 ATX1 (antioxidant protein 1; yeast) homo 4.7 

65 102679 U72661 Hs.11342 nlnjurin 1; nerve injury-induced protein-1 4.7 

102687 (J73379 Hs.93002 ubiquitin carrier protein E2-C 7.7 

102704 U76638 Hs.540B9 BRCA1 associated RING domain 1 5.6 
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102705 U77180 


Hs.50002 


small inducible cytokine subfamily A (Cy 


11.8 


102721 U79241 


Hs.118666 


Human clone 23759 mRNA; partial cds 


15 


102729 U79254 


Hs.181311 


asparaginyi-KNA synthetase 


5 


102739 U79282 


Hs.155572 


Human clone 23801 mRNA sequence 


6 


102742 U79293 


Hs. 159264 


Human clone 23948 mRNA sequence 


13,1 


1027B1 U82130 


Hs,1 18910 


tumor susceptibility gene 101 


7 


10278S U86802 


Hs.74407 


nucleolar protein p4D 


4,1 


102790 U87269 


Hs,154196 


E4F transcription factor 1 


7.1 


102801 U89606 


Hs.38041 


pyridoxal (pyridoxine; vilamin BG) kinase 


4.7 


102808 U90426 


Hs.179606 


nuclear RMA helicase; DECD variant of D 


7.5 


102817 U90904 


Hs.83724 


Human clone 23773 mRNA sequence 
carboxypeptidase D 


15.2 


102823 U90914 


Hs.5057 


6.6 


102827 U91327 


Hs.6456 


chaperonin containing TCP1 ; subunit 2 (b 


. 6 


10283B U94592 


Hs.80658 


Human uncoupling protein homolog {UCP 


6,1 


102841 U95Q06 


Hs.37616 


Human D9 splice variant B mRNA; comp 


4.2 


102844 U96113 


Hs.324275 


Homo sapiens Nedd-4-like ubiquitin-prot 


6.8 


102868 X02419 


Hs,77274 


plasminogen activator; urokinase 


4 


102907 X06985 


Hs.202B33 


heme oxygenase (decycling) 1 


22.7 


102919 X12447 




aldolase A; fructose-bisphosphate 


9.9 


102929 X13238 


Hs.74649 


cytochrome c oxidase subunit Vic 


5.4 


102973 X166B3 


Hs.14601 


hematopoietic cell-specific Lyn substrate 


4,8 


102983 X17620 


Hs.118638 


non-metastatic cells 1; protein (NM23A) 


4.B 


102985 X17644 


Hs.2707 


G1 to S phase transition 1 


20.6 


103003 X520D3 


Hs.1406 


trefoil factor 1 (breast cancer; estrogen-ind 


107 


103018 X53296 


Hs.81134 


inlerleukin 1 receptor antagonist 


5,8 


103023 X53793 


Hs,1 17950 


multifunctional polypeptide similar to SA 


4 


103035 X54925 


Hs.83169 


matrix metalloprotelnase 1 (Interstitial col 


7.3 


1030BD X57766 


Hs. 155324 


matrix metalloproteinase 11 (stromelysin 


17.6 


103073 X59417 


Hs.74077 


proteasome (prosome; macropain) subunit 


5,6 


103075 X59543 


Hs.2934 


ribonucleotide reductase M1 polypeptide 


4.2 


103080 X59798 


Hs,82932 


cyclin D1 (PRAD1: parathyroid adenoma! 


6,7 


103094 X60787 


Hs.296281 


interieukln enhancer binding factor 1 


5.7 


103105 X61970 


Hs.76913 


proteasome (prosome; macropain) subunit 


5.6 


103121 X63679 


Hs.4147 


translocating chain-associaling membrane 


4.2 


103149 X66363 


Hs.171834 


PCTAIRE protein kinase 1 


12 


103180 X69433 


Hs.5337 


isocitrate dehydrogenase 2 (NADP+); mit 


18.9 


103182 X69819 


Hs.99995 


intercellular adhesion molecule 3 


10,7 


103188 X70D40 


Hs,2942 


macrophage stimulating 1 receptor (c-met 


4.1 


103191 X70218 


Hs.2903 


protein phosphatase 4 (formerly X}; cataly 


10.7 


103193 X70476 


Hs.75724 


coatomer protein complex; subunit beta 2 


8.2 


103194 X70649 


Hs78580 


DEAD/H (Asp-Glu-Ala-Asp/His) box pol 


13.7 


103195 X70940 


Hs.2642 


eukaryotic translation elongation factor 1 


13.4 


103206 X72755 


Hs.77367 


monokine Induced by gamma interferon 


15.1 


103207 X72790 




Human endogenous retrovirus mRNA for 


5,3 


103203 X72841 


Hs.31314 


retinoblasloma-binding protein 7 


12.3 


103216 X74262 


Hs.16003 


retinoblastoma-binding protein 4 


4.1 


103226 X75042 


Hs,44313 


v-rel avian reticuloendolheliosis viral onco 


6.9 


103230 X75861 


Hs.74637 


testis enhanced gene transcript 


7.9 


103262 X7856S 


Hs.289114 




5 


103278 X79882 


Hs.80680 


lung resistance-related protein 


5.7 


103297 X8178B 


Hs.9078 


immature colon carcinoma transcript 1 


4.6 


1G3302 X82103 


Hs.3059 


coatomer protein complex; subunit beta 


4.5 


103316 XB3301 


Hs.324728 


SMA5 


7.1 


103330 X85373 


Hs.77496 


small nuclear ribonucleoproteln polypepli 


4 


103349 X89059 








103352 X8939B 


Hs.78853 


uraci!-DNA glycosylsse 


5.2 


103364 X90872 


Hs.279929 


SULT1C sulfotransferase 


4 


103374 X91788 


Hs.84974 


chloride channel; nucleotide-sensitlve; 1A 


4,2 


1033B0 X92396 


Hs.24167 


synaptobrevin-flke 1 


13,6 


103395 X94754 


Hs.279946 


methion!ne-tRNA synthetase 


14.2 


103402 X95404 


Hs.1 30370 


cotiln 1 (non-muscle) 


4.6 


103410 X9650B 


Hs.295362 


DRI-associaied protein 1 (negative cofact 


8,3 


103420 X97065 


Hs,173497 


Sec23 (S. cerevlsiae) homolog B 


4.9 


103421 X97074 


Hs.1 19591 


adaptor-related protein complex 2; sigma 


5 


103427 X97303 


Hs.250655 


Ksapiens mRNA forPtg-12 protein 
translocase of Inner mitochondrial membr 


7 


103430 X97644 


Hs.20716 


4.5 


103438 X9B263 


Hs.152720 


M-phase phosphoproteln 6 


4.5 
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50 



103464 Y00285 Hs.76473 


insulin-like growth factor 2 receptor 


4,2 


103470 Y0Q796 Hs.174103 


integrin; alpha L (antigen CD11A (p180); 


4,5 


103494 Y0S991 Hs.83050 


phosprtatidyfinosito! 3-kinase-associated p 


4,1 


103505 Y09912 Hs,33102 


transcription factor AP-2 beta (activating 


4.5 


103547 Z14982 Hs.180062 


proteasome (prosome; macropaln) submit 


4,3 


103551 Z15115 Hs.75248 


topoisomerase (DNA) II bela (180kD) 


4 


103565 Z22548 Hs.146354 


thioredoxin-cepBndent peroxide reductase 


7.6 


103587 Z29083 Hs.82128 


5T4 oncofetal trophoblast glycoprotein 


14.6 


103621 Z47727 Hs.150675 


polymerase (RNA) II (DNA directed) pol 


5.3 


103622 Z48042 Hs.276672 


membrane component; chroiriosoma 11; s 


4.4 


103656 Z74615 Hs.172928 


collagen; type I; alpha 1 


5.9 


103880 Z937B4 


Homo sapiens DNA sequence from PAC 


4.4 


103772 M092473 Hs.278554 


chromobox homolog 3 (Drasophila HP1 g 


4.9 


103774 M092898 Hs.92918 


ESTs; Weakly similar to R07G3.8 [C.eieg 


6.1 


103821 AA157623 Hs.198793 


KIAA0750 gene product 


23.3 


103835 AA172215 Hs.93748 


ESTs; Moderately similar to TRANSCRIP 


4 


1038B6 AA236384 Hs.105737 


ESTs; Weakly stmllar to gene 9305 protel 


4.9 


103890 M236843 Hs.72085 


ESTs; Weakiy similarto unknown [S.cere 


7.3 


103892 AA243523 Hs.239189 


ESTs 


4.6 


104054 AA393432 Hs,710Q 


hypothetical protein 
ESTs 


5.3 


104115 AA428O90 Hs.26102 


28.7 


104136 AA442669 Hs.26B371 


zv68f6.M Soares total fetus_Nb2HF8 9w 


5.7 


104147 AA4S1992 Hs.283037 


ESTs; Highly similar to HSPC039 protein 


6.9 


104173 M476564 Hs.76561 


ESTs; Weakly similar to linger protein HZ 


5.2 


104181 AA479521 Hs,283740 


ESTs 


7.8 


104183 M480838 Hs.1 14309 


ESTs 


5.1 


104192 AA486946 Hs.21321 


Homo sapiens mRNA; cONA DKFZp564 


4,3 


104209 AB000221 Hs.16530 


small Inducible cytokine subfamily A (Cy 


12,3 


104234 AB002357 Hs.163212 


kinesln family member 3B 


6.2 


104271 C01687 Hs.7381 


ATP synthase; H+ transporting; mitochon 


4.2 


104278 C02562 Hs.109253 


ESTs; Highiy similar to N-termlnal acetyl 


4.5 


104307 D5281B Hs.111680 


endosulfineaipha 


4.7 


104309 D55B69 Hs.284123 


Homo sapiens mRNA full length insert cD 


4.2 


104370 H19378 Hs.21851 


Homo sapiens mRNA; cDNA DKFZp5B6 


6,4 


104446 L44497 Hs.7351 


ESTs 


4.9 


104453 M19169 Hs.123114 


cystatJn SN 


11.6 


104476 N33807 Hs.324275 


protease; serine; 15 


5.6 


104558 R56678 Hs.88959 


Human DNA sequence from clone 967N2 


6.3 


104592 RB1003 Hs.325820 


serine protease; umbilical endothelium 


13.6 


104634 AA004274 Hs. 19151 


ESTs 


6.3 


104636 AA0O4415 Hs.106106 


ESTs 


1C.1 


10465B AA007145 Hs.27268 


Homo sapiens mRNA; cDNA DKFZp564 


4.3 


104667 AA007234 Ha.30096 


ESTs 


16.6 


104675 M009596 Hs.301553 


ESTs; Moderately similar to UN ALU SU 


4.6 


104767 AA025534 Hs.8852 


ESTs 


4.8 


104785 AA027163 Hs.7942 


ESTs 


8.1 


104791 AA029046 Hs.301871 


ESTs; Moderately similar to cAMP indue 


10.9 


104804 AA031357 Hs.31803 


ESTs; Weakiy similar to N-WASP [ttsap 


5,5 


104807 AA032147 Hs.23295 


ESTs 


10.4 


104837 M039469 Hs.21126 


ESTs; Weakly similar to K1AA0299 [H.S 


4,6 


104849 AA040270 Hs.241507 


Homo sapiens mRNA; cDNA DKFZp564 


4.3 


104867 AA045481 Hs.225979 


Human gene from PACs 37M17 and 305B 


4.5 


104884 AA053021 Hs.14511 


ECO (cytochrome oxidase deficient; yeast 


4,7 


104906 AA055809 Hs.26802 


ESTs; Weakly similar to phosphoprotein [ 


8.8 


104919 AA057193 Hs.25252 


ESTs 


5,5 


104921 AA057839 Hs.1508 


ESTs 


4.2 


104926 AA058846 Hs.33363 


DKFZP434N093 protein 


7 


104938 AA064627 Hs.318725 


ESTs; Highly similar to CGI-72 protein IH 


7,1 


104943 M065217 Hs.114218 


ESTs 


57 


104957 AA074919 Hs.10026 


ESTs; Weakly similar to ORF YJL063c IS 


4,7 


104961 M076672 Hs.33905 


ESTs 


5.5 


104968 M084602 Hs.29669 


ESTs 


4,3 


104975 AA0B6071 Hs.50758 


chromosome-associated polypeptide C 


8,3 


104977 AA08B228 Hs.18272 


ESTs 


6.2 


104978 AA088458 Hs,19322 


ESTs 


6,7 


104987 AA101723 Hs.11861 


ESTs 


9.2 


105002 AA113266 Hs.182704 


ESTs; Moderately similar to alternatively 


6.9 
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105012 AA1 16036 Hs.9329 

105019 AA121679 Hs.9280 

105029 AA126855 Hs.13268 

105033 AA1279S4 Hs.274329 



105039 AA130349 Hs.36475 
105062 AA134968 Hs.36529 
105076 AAH2858 Hs.37810 
105087 AA147884 Hs.9812 
105091 AA148859 Hs.179909 
105093 M149051 Hs.32405 
105107 M152302 Hs.25035 
105127 M158132 Hs.301957 
105132 M159501 Hs.247280 
105143 M165333 Hs.24B08 
105154 AA171736 Hs,35947 
105162 AA176690 Hs.40a4 
105186 AA191512 Hs.28005 
105209 AA205072 Hs.227743 
105223 AA21138B Hs.7750 

105252 M227428 Hs.972B 

105253 AA227448 Hs.5003 
1D5261 AA227871 Hs.6361 
105263 AA227926 Hs.6682 
105274 AA228122 Hs.281866 
105297 AA233451 Hs.183858 
105309 AA233790 Hs.4104 
105312 AA233854 Hs.23348 
105342 AA235286 Hs.157078 
105376 AA236559 Hs.8768 
105385 M236950 Hs.8115 
105397 AA242868 Hs.7395 

105399 AA243007 Hs.16420 

105400 AA243052 Hs.65648 
105404 AA243303 Hs.211B7 
105409 AA243562 Hs.301855 
105436 M252172 Hs.237856 
105483 AA255874 Hs.23458 
105493 AA25B268 Hg.10283 

105495 AA256317 Hs,28785 

105496 AA256323 Hs.301997 
105500 AA256485 Hs.222399 
105507 AA256678 Hs.226318 
105538 AA258860 Hs.32597 
105544 AA261954 Hs.24678 

. 105546 M262032 Hs.268281 
105549 AA262417 Hs.5415 
105551 M262477 Hs.25292 
105560 AA262783 Hs.306915 
105586 AA278302 Hs.18349 
105566 AA278323 Hs.17481 
105575 AA278717 Hs.12772 
105584 AA279012 Hs.3454 
105596 AA27941B Hs.18490 
105504 AA279787 Hs.15467 
105610 AA279991 Hs.99872 
105621 AA280865 Hs.6375 
105627 AA281245 Hs.23317 
105638 M281599 Hs.247817 
105645 AA282138 Hs.11325 
105650 AA282347 Hs.25635 
105666 AA283930 Hs.34905 
105674 AA284755 Hs.279789 
105687 AA2868Q9 Hs.28423 
105700 AA287643 Hs.35254 
105705 AA290767 Hs.101282 
105709 AA291268 Hs.26761 



chromosome 20 open reading frame 1 
proteasome (prosoma; macropatn) submit 
ESTs 

TP53 target genal 



ESTs 

ESTs; Weakly similar to 111! ALU SUBFA 



ESTs; Weakly similar to contains simllarl 



ESTs 

methyf-CpG binding domain protein 4 
KIAA1 025 protein 

Homo sapiens mRNA; oDNA DKFZp564 

KIM098O protein 

ESTs 

ESTs; Weakly similar to KIAA051 2 prate 
KIAA0456 protein 
MEK partner 1 



ESTs; Weakly similar to cDNA EST yk38 
S-phase kin a so-associated protein 2 (p45) 
ESTs 

ESTs; Weakly similar to lit! ALU SUBFA 
ESTs 

ESTs; Weakly similar to house-keeping p 

ESTs; Highly similar to SH3 domain-bind 

RNA binding moiif protein 8 

ESTs 

ESTs 

ESTs; Moderately similar to cAMP Indue 

ESTs 

ESTs 

Homo sapiens mRNA; cDNA DKFZp586 
DKFZP434N126 protein 
CG1-9S protein 

ESTs; Moderately similar to CCR4-associ 
ring finger protein (C3H2C3 type) 6 
ESTs 

ESTs; Weakly similar to 62D9.a [D.melan 
ESTs 



ESTs; Weakly similar to partial CDS [C.e 
Homo sapiens done 24606 mRNA sequen 
ESTs 

ESTs; Weakly similar to KIAA0665 prota 
ESTs 

ESTs; Moderately similar to putative pho 
ESTs; Weakly similar to triihorax homolo 
Homo sapiens mRNA; cDNA DKFZp564 
ESTs 

Homo sapiens mRNA for for histone H2B 
ESTs 

ESTs; Highly similar to HSPC003 !H.sap 
ESTs 

CDW52 antigen (CAMPATH-1 antigen) 
ESTs 

ESTs; Weakly similar to hypothetical pro 
Homo sapiens mRNA; cDNA DKF2p434 
DKFZP586L0724 protein 
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105731 AA292711 Hs.29131 




6.4 


105753 M299789 Hs,1 10657 


ESTs 


7 


105774 AA348014 Hs.23412 


ESTs 


7.1 


105784 AA350771 Hs. 17850 


ESTs 


13,4 


105791 AA368038 Hs.14368 


SH3-b!nding domain glutamic acid-rich p 


4,3 


105807 AA3S3803 Hs.16869 


ESTs; Moderately similar to COLLAGEN 


5,3 


105808 AA393B08 Hs.286131 


KIAA0438 gene product 


4.1 


105812 AA394126 Hs.20814 


ESTs; Highly similar to CGI-27 protein [H 


14.6 


105B13 AA394140 Hs.18585 


ESTs 


4.9 


105819 AA397920 Hs.28783 


Homo sapiens mRNA; cDNA DKFZp564 


4,9 


105870 AA399623 Hs.101067 


ESTs 


4,8 


105874 AA400074 Hs.17111B 


ESTs 


4 


105896 AA400999 Ks.7838 


Human ring zinc-finger protein (ZNF127- 


4.8 


105934 AA404248 Hs.16577 


ESTs 


5.2 


105935 AA404277 Hs.263727 


ESTs; Weakty similar !o bisphosphate 3'- 


4 


1059S6 AA406105 Hs.5344 


adaptor-related protein complex 1; gamma 


B.3 


105974 AA406321 Hs.6224 


KIAA0895 protein 


4.6 


105990 AA410336 Hs.29403 


ESTs; Weakly similarto PROBABLE AT 


4.5 


105995 AA410510 Hs.5345 


. ESTs 


4,9 


10500D AA410972 Hs.20726 


ESTs 


5.3 


106007 AA411462 Hs.11042 


ESTs; Weakly similar to veli 1 [Rsaplens 


6.9 


106016 M411819 Hs.8164 


KIAA0898 prcfein 


5 


106034 M412473 Hs.14926 


ESTs 


6.6 


106042 AA412700 Hs.169895 


ubiqulfin-conjugating enzyme E2L 6 


4.6 


106057 AA417067 Hs.289074 


ESTs 


4.5 


106065 AA41755B Hs.25205 


ESTs 


12,3 


106070 AA4177B1 Hs.5957 


Homo sapiens clonB 24416 mRNA sequen 


5 


106103 AA421 104 Hs.12094 


ESTs 


15,4 


105126 AA424006 Hs.22972 


ESTs; Moderately similar to H5AR [M.m 


6,4 


106154 AA425304 Hs.5994 


ESTs 


5.1 


106157 AA425367 Hs.34892 


ESTs 


11.1 


10B166 AA425872 Hs.19561 


NADH dehydrogenase (ubiquinone) 1 alp 
ESTs 


19.3 


106204 AA428024 Hs,21479 


4.7 


106210 AA428239 Hs.10338 


ESTs 


5.7 


106220 AA428562 Hs.32198 


ESTs; Moderately similar to metargidln p 


7,7 


106236 AA429951 Hs.211G4 


ESTs 


B 


106240 AA430074 Hs.18552 


ESTs; Weakly similar to Ylr218cp [S.cere 


4.4 


106263 AA431462 Hs.28329 


ESTs 


4.9 


106268 AA435536 Hs.24336 




8.8 


106293 AA435591 Hs.301444 


signal sequence receptor; gamma (transloc 


8.7 


106310 AA436244 Hs.17240 


ESTs 


4.5 


106317 AA436568 Hs.103124 


ESTs 


4 


106328 AA436705 Hs.28020 


KIAA0766 gens product 


4.4 


106341 AA44179B Hs.5243 


ESTs; Moderately similar to plL2 hypoih 
ESTs 


23.7 


106348 AA442253 Hs.10702 


4.7 


106350 AA442763 Hs.194598 


cydin 52 


6.1 


106371 AA443923 Hs.170310 


ESTs 


6.6 


106369 AA446949 Hs.5236 


ESTs 


4.7 


106394 AA447223 Hs.25320 


Homo sapiens clone 251 42 mRNA sequen 


4.4 


106426 AA448282 Hs.15206 


ESTs; Weakly similarto F55C12.5 [Cele 


4,5 


106459 AA449741 Hs,4029 


glioma-amplified sequence-41 


4.8 


106462 AA449912 Hs.30532 


ESTs; Highly similar to CGI-77 protein jH 


5.2 


106468 AA45004 7 Hs. 14770 


ESTs 


6.8 


10G479 AA450351 Hs.75251 


ESTs 


12,4 


106494 AA452108 Hs.18387 


transcription factor AP-2 alpha (activating 




106503 AA452411 Hs.29679 


ESTs; Highly similarto mediator IH.sapie 


5A 


106507 AA452S84 Hs.267819 


protein phosphatase 1; regulatory (InhlbHo 
ESTs 


4,9 


108533 AA4537B6 Hs.145998 


8.3 


106568 AA455970 Hs.28285 


patched related protein translocated in ren 
ESTs 


7.6 


106586 AA456598 Hs.57787 


8,2 


106589 AA456646 Hs.28661 


ESTs 


4.8 


106606 AA457730 Hs.283437 


Homo sapiens clone 23851 mRNA sequen 


4.4 


106611 AA45B9D4 Hs.26267 


ESTs; Weakly similarto torsinA [H.sapie 
ESTs 


7 


106614 M458934 Hs.256150 


4.5 


106628 AA459657 Hs. 12311 


Homo sapiens clone 23570 mRNA sequen 
ESTs 


6.5 


106637 AA459961 Hs.250824 


5.5 


106644 AA460239 Hs.12680 


ESTs 


4,4 
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106664 AA460969 Hs,7510 
106698 AA463745 Hs.29403 
.106719 AA465171 Hs.236844 
106726 AA465339 Hs.3BB6 
106747 AA476473 Hs.171957 
106759 M477263 Hs.25584 
106765 AA477717 Hs.306117 
106784 AA47855S Hs.227913 
106831 AA482014 Hs,29463 
106836 AA482112 Hs.238707 
106840 AA482548 Ks.5534 
106856 AA486183 Hs.285123 
106865 AA487228 Hs.19479 
106878 AA488872 Hs.12314 
105888 AA489101 Hs.24734 
106895 AA489665 Hs.25245 . 
106909 AA490323 Hs.250747 

106919 M490B85 Hs.21766 

106920 M490899 Hs.296323 

106941 AA495204 Hs.237971 

106942 AA496347 Hs.31314 
106948 AA496788 Hs.21077 
106968 AA504631 Hs.26813 
106973 AA505141 Hs,11923 
10698D AA521121 Hs.6858 
106981 AA521157 Hs.74101 
106998 AA598461 Hs.195464 
107008 AA598710 Hs,23740 
107028 M599214 Hs.24143 
107032 AA599472 Hs.247309 

107052 AA60Q134 Hs.12482 

107053 M600147 Hs.5741 
107056 AA600310 Hs.18720 
107080 AA609210 Hs.19221 
107102 AA609723 Hs.30352 
107109 AA609943 Hs.32793 
107129 AA620553 Hs.4756 
107132 AA620G98 Hs.9052 
107136 AA620795 Hs.8207 
107140 AA620889 Hs.170088 
107151 AA621169 Hs.8687 
107159 AA621340 Hs.10600 
107174 AA621714 Hs.25338 
107217 D51095 Hs.35861 
107252 059971 
107295 T34527 
107299 T40327 
107324 T81665 

107372 U85625 

107373 U85773 
107481 W5B247 
107531 Y13936 
107859 AA024B35 Hs.47684 
107B90 AA026030 Hs.61311 
107908 AA026894 Hs.42826 
108039 AA041341 Hs.46670 
106040 AA041551 Hs.159971 
108102 AA046424 Hs.49433 
108217 AA05E686 Hs.62588 
106255 AA063157 Hs.172603 
10835B AA071514 Hs.1634 
108609 AA100694 Hs.69499 
108647 AA1 12396 Hs,44276 
108676 AA1 15562 Hs.274417 
108687 AA120785 Hs,54347 
108695 M121315 Hs70823 
108733 AA126422 



Hs.25925 

Hs.80120 

Hs,30661 

Hs,276422 

Hs.8297 

Hs.154695 

Hs.279766 

Hs.17883 



mitogen-activated protein kinase kinase ki 
ESTs; Weakly similar to PROBABLE AT 
ESTs 
ESTs 

triple functional domain (PTPRF interact! 
ESTs 

Interfeukin 13 receptor; alpha 1 
API5-like 1 

centrin; EF-hand protein; 3 (COC31 yeast 

ESTs 

ESTs 

ESTs; Weakly similar to similar to oxyste 
ESTs 

Homo sapiens mRNA; cDNA DKFZp586 

oxysterol binding protein 

ESTs 

SUMO-1 activating enzyme subunlt 1 

ESTs 

ESTs 

ESTs 

retinobiastoma-binding protein 7 



ESTs; Weakly similar to hypolhetical 43.2 
Human DNA sequence from clon'B 167A1 
bromodomain adjacent to zinc finger dom 
ESTs 

Insulin-like growth factor binding protein 

ESTs 

ESTs 

succinate-CoA ligase; GDP-formlng; beta 

giyceronephosphafe Oacyltransferase 

ESTs; Weakly similar to MADH-cytochro 

programmed cell death 8 (apoptosis-induc 

ESTs 

ESTs 

ESTs 

flap structure-specific endonuclease 1 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs; Weakly similar to ORF YKR0B1 c [ 
ESTs 

DKFZP586E1621 protein 
ESTs 

UDP-N-acet>l-alptia-D-galactosamlne:po 
lung resistance-related protein 
DKFZP586G1 122 protein 
ribonuclease 6 precursor 
phosphomannomutase 2 
Homo sapiens kinesin superfamily motor 
protein phosphatase 1G (formerly 2C); ma 
potassium voltage-gated channel; delayed 
ESTs; Weakly similar to CALPAIN 2; LA 



ESTs; Weakiy similar to HYPOTHETICA 

ESTs 

ESTs 

ESTs 

Human DMA sequence from BAC 15E1 o 
ESTs; Moderately similar to HOMEOBO 
Homo sapiens mRNA; cDNA DKFZp564 
ESTs 

KIAA 1077 protein 

zn84f1.s1 Stxatagene lung carcinoma 9372 
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65 



108774 


AA128125 Hs.71040 


ESTs; Moderately similar to CELL GROW 


4.6 


1 0S82S 


AA131584 Hs,273344 


DKFZP564Q0463 protein 


5.5 


108872 


AA134063 Hs.1 11680 


ESTs 


7.2 


108884 


AA13495S Hs.293591 


ESTs 


113 


108893 


AA135894 Hs.194691 


ret" nolo acid Induced 3 


8.9 


10900B 


M156360 Hs.87128 


ESTs 


14.7 


109010 


AA156460 


Hs.44229 


dual specificity phosphatase 12 


4.9 


10S0'i1 


AA156542 


Hs.72127 


ESTs 


4.G 


109042 


AA159525 Hs.71779 


Homo sapiens DNA from chromosome 19 


7.2 


109086 


AA16S695 Hs.270737 


tumor necrosis factor (ligand) superfamlly 


4 

5.9 


109090 


AA167006 


Hs.70499 


ESTs 


109101 


M167708 


Hs.52184 


ESTs 


4,2 


109112 


AA169379 


Hs.257924 


ESTs 


4 


109160 


M179387 Hs.301997 


□KFZP434N126 protein 


4 


109166 


AA179845 


Hs.73525 


RAB6 Interacting; kinesMike (rabklnesin 


13.6 


109178 


AA181600 


Hs.283707 


ESTs 


11.8 


109179 


M181902 Hs.192789 


ESTs; Weakly similar to 111! ALU SUBFA 


5.4 


109261 


AA1 95255 


Hs.61779 


ESTs 


6.7 


109270 


AA195515 HS.35B5 


ESTs; Weakly similar to alternatively spli 


4.S 


109277 


AA19B332 


Hs.86043 


ESTs 


5.4 


109313 


AA206BOO 


Hs.86276 


ESTs; Moderately similar to zinc finger p 


5.5 


109415 


AA227219 Hs. 110826 


trinucleotide repeat containing 9 


20.1 


109454 


AA232255 


Hs.295232 


ESTs 


47 


109467 


AA232904 Hb.63137 


ESTs 


6.8 


109481 
1095DB 


AA233342 
AA233B92 


Hs.289069 
Hs 55902 


ESTs; Weakly similar to WD40 protein C 
ESTs; Weakly similar to 111! ALU SU8FA 


10.6 

a 


109514 


AA234087 


Hs.262345 


ESTs; Weakly similar to ORF2: function 


B.2 


109572 




Ulc 1710^7 


ESTs 


4.8 


109632 


F04165 


Hs 235673 


ESTs; Weakly similar to K11C4.2 [C.elsg 


5.2 


109644. 


F04477 


Hs;291531 


ESTs; Moderately similar to GLYCERAL 


6.6 


109703 


F09S34 


Hs,24792 


ESTs; Wsakly similar to ORF YOR283iv 


7.1 


109726 


F10009 


Hs.9196 


ESTs 


5 


109747 


F10161 


Hs.22969 


ESTs 


4.7 


109799 


F10770 


Hs. 180378 


Homo sapiens done 669 unknown mRNA 


4.5 


109814 


F10979 


Hs.153106 


Homo sapiens clone 23728 mRNAsequen 


8.7 


110189 


H20543 


Hs.6278 


DKF2P586B1621 protein 


16.6 


110240 


H25577 


Hs. 176588 


ESTs; Weakiy similar to CYTOCHROME 


5.2 


110280 


H292B5 


Hs.32468 


ESTs 


4.5 


110520 


H569G5 


Hs.40B2 


yr09f06.s1 Scares feta! liver splorai 1NFL 


5.7 


110561 


H59617 


Hs.5199 


ESTs; Weakiy similar to UBIQUITIN-CO 


19.5 


110707 


H95079 


Hs.15617 


ESTs; Weakiy similar io !!!! ALU SUBFA 


6.2 


110734 


H98714 


Hs.24131 


ESTs 


30.2 


110770 


N22262 


Hs.131705 


ESTs 


5.8 


110780 


N23174 


Hs.22B91 


solute carrier family 7 (cationic amino aci 


8.2' 


110787 


N24716 


Hs.12244 


ESTs; Weakly similar to C44B9.1 [C.eleg 


6.7 


110794 


N25262 


Hs.27931 


ESTs 


5.9 


110799 


N26101 


Hs.323401 


Human ring zinc-finger protein (ZNF127- 


4 


110818 


N29454 


Hs.27552 


ESTs; Weakly similar to putative p150 [H 


4.3 


110839 


N30B56 


Hs.30246 


solute carrier family 19 (thiamine transpo 


12.B 


110844 


N31952 


Hs.1 67531 


Homo sapiens mRNA full length insert cD 


10.1 


110854 


N32919 


Hs.27931 


ESTs 


4.7 


110856 
110860 


N33053 
M33430 


Hs.170065 


ESTs; Weakly similar to S164 [H.saplens 
ESTs 


4.2 

12.5 


110897 


N39148 


HS.6BB0 


DKFZP434D156 protein 


4 


110915 


N46252 


Hs.29724 


ESTs 


23,2 


110935 


N48787 


Hs.305979 


protease inhibitor 1 (anli-elastase); alpha- 


4.8 


110970 


N51374 


Hs.96870 


Homo sapiens mRNA full length Insert cD 


5,4 


111006 


N53375 


Hs.166146 


HomBn neuronal immediate early gene; 3 


4.7 


111008 


N53388 


Hs.7222 


ESTs 


13.3 


111018 


N54G67 


Hs.3628 


mitogen-activated protein kinase kinase ki 


5,7 


111084 


N59543 


Hs.15456 


PDZ domain containing 1 


S.3 


111100 


N62522 


Hs.20450 


ESTs 


14.3 


.111125 


N63823 


Hs,269115 


ESTs 


7.9 


111132 


N64378 


Hs.83293 


ESTs; Highly similar to unknown function 


4.4 


111139 


N64683 


Hs,29D943 


ESTs 


6 


111164 


N6G857 


Hs. 14803 


ESTs; Weakly similar to lilt ALU CLASS 


4.1 


111172 


N67102 


Hs.21851 


Homo sapiens mRNA; cDNA DKFZp586 


5.5 
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11117a N67227 


Hs.24633 


ESTs 


5,7 


111179 N67239 


Hs.10760 


ESTs 


37 


111181 N67278 


Hs.171802 


ESTs; Weakly similar io hypothetical pro 


5.6 


111184 NB7437 


Hs.243901 


Homo sapiens mRNA; oDNA DKFZp564 


8.7 


111221 N68B99 


Hs.15119 


ESTs 


7.3 


111223 N6B921 


Hs.297939 


ESTs; Weakly similar (o neoganin (H.sap 


9 


111229 N69113 


Hs,1 10855 


ESTs 


8.9 


111241 NS9514 


Hs.288880 


ESTs; Weakly similar to CG1-B2 protein i 


6,9 


111266 N7Q481 


Hs,26118 


Homo sapiens clone 24766 mRNA scquen 


4.5 


111295 N73275 


Hs.21275 


ESTs; Weakly similar to ublquitin-oonjug 


5.6 


111299 N73808 


Hs.24936 


ESTs 


8.5 


111336 N79S65 


Hs.29894 


ESTs 


6.7 


111357 N91023 


Hs.87128 


ESTs 


15 


111370 N92915 


Hs.94631 


brefeldin A-inhlbited guanine nucleotide-e 


5,2 


111806 R33468 


Hs,279008 


ESTs 


10 


111825 R35885 


Hs.286148 


slromaf antigen 1 


4.5 


111836 R3622B 


Hs.25119 


ESTs 


7.2 


111890 R38678 


Hs.12365 


ESTs 


17.3 


111923 R39995 


Hs.25925 


Homo sapiens clone 23860 mRNA sequen 


7.3 


111942 R40576 


Hs.21590 


ESTs 


9.2 


111987 R42D36 


Hs,6763 


KIAA0942 protein 


10.6 


112101 R44793 


Hs.296341 


adenyly! cydase-associated protein 2 


5.3 


112134 R46025 


Hs.7413 


ESTs 


17.4 


112197 R49482 


Hs.5637 


ESTs 


4.4 


112244 R51309 


Hs.70823 


KIAA1077 protein 


11 


112253 R51B18 




Homo sapiens mRNA; cDNA DKFZp566 


9.3 


112305 R54822 


Ks.26244 


ESTs 


4,4 


112449 R63802 


Hs, 1241 86 


ring finger protein 2 


6.3 


112483 R66534 


Hs.285885 


ESTs 


4,9 


112519 R68631 


Hs.11861 


ESTs 


14.3 


112610 R79392 


Hs.23643 


ESTs 


5,2 


112693 RB8741 


Hs.91065 


ESTs; Moderately similar to proliferation 


4.6 


112751 R93507 


Hs.8207 


ESTs 


5.6 


112801 R97486 


Hs.157160 


protein kinase; DNA-actsvated; catalytic p 


8.7 


112869 T03313 


Hs.4747 


dyskeratosis congenita 1; dyskerin 


5.9 


112B71 T03352 


Hs.12285 


ESTs 


5.8 


112908 T10D55 


Hs.3530 


TLS-associaied serine-arginine protein 


4.1 


112966 T17119 


Hs.102548 


glucocorticoid receptor DNA binding fact 


5.7 


112971 T17185 


MS.33B83 


ESTs 


S.4 


112995 T23528 


Hs.7155 


ESTs; Weakly similar to TYKI protein [M 


9.1 


113047 T25B67 


Hs.7549 


ESTs 


5.4 


113075 T34660 


H8.6986 


ESTs; Weakly similar to Sill ALU SUBFA 


5.7 


113117 T47819 


Hs.159153 


ESTs 


5.8 


113206 T58044 


Hs.241471 


ESTs; Moderately similar to llll ALU SU 


6.4 


113248 T63857 




yc16e1.s1 Strategene lung (#93721) Homo 


4.6 


113260 T64896 


Hs.287420 


ESTs 


6.9 


113277 T65797 


Hs.11774 


protein (peptldyl-prolyl cis/lrans isomeras 


5.6 


113278 TS5802 


Hs.11135 


yc11h10.s1 Stratagene lung (#937210) Ho 


4,5 


113440 T88121 


Hs.191445 


ESTs 


3.4 


113523 T90037 . 


Hs.95549 


ESTs 


6.4 


113604 T92735 


Hs.296083 


ESTs 


B.7 


113702 T97307 




ESTs; Moderately similar to 111! ALU SU 


9,5 


113783 W19222 


Hs.7041 


ESTs; Weakly slmi arte llll ALU SUBFA 


5.2 


113794 W37332 


Hs.11090 


ESTs 


11.9 


113808 W44735 


Hs.92B6 






113811 W44928 


Hs.6994 


ESTs 


4 ' 


113822 W47350 


Hs.17466 


retinoic acid receptor responder (tazaroten 


4.6 


113823 W4738B 


Hs.55099 


rab6 GTPase activating protein (GAP and 


4 


113836 W56792 


Hs.12040 


ESTs; Weakly sii i r to KIAAC3 1 prate 


4.1 


113857 W65477 


Hs.S297 


Homo sapiens mRNA; cDNA DKFZp564 


4.3 


113886 W72471 


Hs.23920 


ESTs 


4.6 


113895 W73738 


Hs.12921 


ESTs 


7.1 


113923 W80763 


Hs.3849 


ESTs; Weakly similar to FK506-blnding p 


6.8 
6.1 


113931 W81205 


Hs.3496 


ESTs 


113950 W85765 


Hs.30504 


Homo sapiens mRNA; cDNA DKFZp434 


14 


113970 W86748 


Hs.8109 


ESTs 


15 


114051 W94942 


Hs.177534 


dual specificity phosphatase 10 


5.4 
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114057 W96222 
1140B6 Z38266 
114098 Z33347 
114109 238435 
114124 Z38595 
114138 Z38763 
114149 Z38814 
114162 Z38909 
114177 Z39062 
114196 Z39211 
114208 Z39301 

11 4250 Z39897 

114251 Z39898 
114292 Z40715 
114297 Z40758 
114334 Z41342 
114460 M024604 
114471 AA02BD74 
114480 AA032243 
114518 AA045407 
114542 AA055768 
114549 AA0564B4 
114652 AA101416 
114673 AA1 13303 
114698 AA126951 
114767 AA1 48885 
114799 M159323 
114804 M1 60363 
114811 AA161161 
114821 AA165313 
114852 AA235035 

114901 AA236276 

114902 AA236359 
114940 AA243012 
114965 AA250737 
115047 AA252627 
115054 AA252B63 
115061 AA253217 
115082 AA255557 
115116 AA256436 
115140 AA25B030 

115205 AA262470 

115206 AA262491 
115239 AA278650 
115242 AA278755 
115249 AA278961 
115259 AA279071 
115265 AA279799 
115291 AA279943 
115357 AA281793 
115377 AA282247 
115400 AA283198 
115439 AA284561 
115471 AA287136 
115506 AA292537 
115522 AA331393 
115572 AA39B392 
1 15587. AA399264 
115600 AA400247 
115612 AA40D94B 
115646 AA404352 
115652 AA4O5098 
115657 M405620 



Hs.184108 
Hs.125019 
Hs.15740 
Hs.27196 
Hs.22265 
Hs.23740 



Hs.7859 
Hs.13297 
Hs.21946 
Hs.184641 
Hs.173091 
Hs.22941 
Hs.26102 
Hs.104613 
Hs.151678 
Hs.106469 
Hs.293380 
Hs.292833 
Hs,107149 
Hs.95583 
Hs.1 10857 
Hs.154443 
Hs,109929 
Hs.269956 
Hs. 95907 
Hs.55468 
Hs,38260 
Hs.196437 
Hs.39504 
Hs.75928 
Hs.72472 
Hs.82916 
Hs.87729 
.41271 



Hs.1£ 
Hs.62275 
Hs.279938 
Hs.2B4216 
Hs.185572 
Hs.73291 
Hs.283732 
Hs.71124 
Hs.13453 
Hs.293736 
Hs.122579 
Hs.72988 
Hs.193063 
Hs.89113 
Hs.193090 
Hs,59346 



115675 AA406546 
115721 AA417102 
115763 AA4215B0 



HS.4E 
Hs.47378 
Hs.59594 
Hs.283037 
Hs.42173 
Hs.71243 
Hs.305971 
Hs.38178 
Hs.55158 
Hs. 183056 
Hs.82065 
Hs.90960 



ESTs 

Homo sapiens PAC clone DJ0777O23 fro 

ESTs; Weakly similarto similar to S. cere 

ribosomal protein L21 

ESTs; Highly similar to KIAA0886 prate 

amyloid beta (A4) precursor protein-blndi 

ESTs 

ESTs 

ESTs 

fucose-1-phosphsteguanylyltransferase 



delta-6 fatty acid desaturase 
DKFZP434K151 protein 



ESTs 

UDP-N-acetyl-alpha-D-ga!aotosamine:po 
suppressor of vart {S.cerevls!ae)3-lfke 1 
ESTs 
ESTs 

ESTs; Weakly similar to PTB-ASSOCIAT 
transmembrane 4 supetfamily member (la 
ESTs; Highly similar to putative DNA-dir 
mlnichromcsome maintenance deficient (S 
ESTs 
ESTs 

multiple inositol polyphosphate phospbafa 
ESTs 

ESTs; Moderately similar to ubiquitin spe 

ESTs; Weakly similar to R26660J; parti 

ESTs 

ESTs 

ESTs 

homeo box B5 

ESTs 

ESTs 

NADH dehydrogenase (ubiquinone) 1 a!p 
ESTs 

ESTs; Weakly similar to supported by GE 

ESTs 

ESTs 

ESTs; Weakly similar to similar to the bet 

ESTs 

ESTs 

splicing factor 3b; subunit 1 ; 1 55kD 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs; Weakly similar to ASPARTYL-TR 
Human DNA sequence from clone 620E1 
ESTs 

ESTs; Weakly similar to F33G12.3 gene p 
ESTs; Highly similar to HSPC039 protein 
ESTs 

ESTs; Weakly similarto zinc finger prate 

ESTs 

ESTs 

ESTs; Weakly similar to weak similarity t 
Human DNA sequence from clone 34B21 
Homo sapiens mRNA; cDNA DKFZp564 
ESTs 
ESTs 
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115764 AA421562 Bs.91011 
115835 AA428576 Hs.41371 
115844 M430124 Hs.7773 
115875 AA433943 Hs,43946 
115888 AA435839 Hs.76591 
115922 AA441911 Hs.71869 
115941 AA443602 Hs.46679 

115947 AA443793 Hs.94761 

115948 AA443798 Hs.43445 
115951 AA443918 Hs.3O104B 
115967 AA446887 Hs.42911 
115984 M447687 Hs.91109 
1160D9 AA449448 Hs.4423B 
116024 AA451748 Hs.83883 
116D26 AA452112 Hs.42644 
116050 AA453656 Hs.8B417 
116097 AA456099 Hs.176376 
116108 M457566 Hs.28777 
116121 AA459254 Hs.48855 
116127 M459703 Hs.279884 
116129 AA459956 Hs.49163 
116142 AA460649 Hs.39457 
116204 AA465701 Hs.106646 

116221 AA478397 Hs.5O180 

116222 AA478415 Hs.899B6 
116238 AA479362 Hs.47144 
116246 AA479961 Hs.250646 
116249 AA480886 Hs.86693 
11625D AA480975 Hs.44B29 

116254 AA4B1146 Hs.41086 

116255 AA4B1256 Ks.88201 

116264 AA482594 Hs.272239 

116265 AA432595 Hs.55189 
116282 M4S6550 Hs.204501 
116298 AA489046 Hs.94109 
116300 AA489194 Hs.159471 
116327 M490959 Hs.2B005 
116334 M491457 Hs,48948 
116337 AA496127 Hs.4407O 
116351 AA504116 Hs.82501 
116357 AA504B06 Hs.9D797 
116415 AA609204 Hs.27973 
116443 AA620313 Hs.190488 
116470 C13992 Hs.83484 
116460 C14088 
11657B D51272 
116579 051 276 



116674 F04816 
116660 F06613 
116700 F09933 
116724 F13665 
116726 F136B1 
116732 F13779 
116734 F13789 
116760 H11054 
1167B0 H22566 
116785 H25836 
116787 H28581 
11S790 H29532 
116803 H47357 
116877 H6B116 
116921 H72948 
117216 N20D83 
117232 N20579 
117284 N22162 



Hs.75337 
Hs.81915 
Hs.81907 
Hs.15395 
Hs.92127 
Hs.273829 
Hs.317589 
Hs,65641 
Hs.53913 
Hs.165909 
Hs.93796 
Hs. 155342 
Hs,30098 
Hs.301527 
Hs. 15641 
Hs.101174 
Hs.109701 
Hs.168732 
Hs.821 
Hs.42792 
Hs.61153 
Hs.183779 



anterior gradient 2 (Xenepus laevls) homo 
ESTs 

ESTs . . 

ESTs; Weakly similar to Weak similarity 

KIAA0887 protein 

ESTs; Weakly similar to KIAA0926 proie 

ESTs 

ESTs 

poly(A)-specifte ribonudease (deaderrylat 

colilin 1 (non-muscle) 

ESTs 



Human DNA sequence from clone 718J7 
thloredo:" 
ESTs 



ESTs 
ESTs 
ESTs 

DKFZP586N0819 protein 

ESTs; Highly similar to ublquitin-conjuga 

ESTs 

ESTs 

ESTs; Weakly similar to OXYSTEROL-B 
ESTs; Weakly similar to lysophospholipa 
Homosaoiens mRNA; cDNA DKFZp586 
ESTs; Weakly similar to F25B5.3 JC.eteg 
ESTs; Weakly similar to Wiskott-Aldrich 
ESTs 

ESTs; Weakly similar to snRNP protein B* 
Homo sapiens mRNA; cDNA DKFZp5E4 
ESTs 
ESTs 

Homo sapiens mRNA; cDNA DKFZp434 
Homo sapiens clone 23620 mRNA sequen 
KIAA0874 protein 

ESTs; Weakly similar to KERATIN; TYP 
ESTs 

p^yceraldehiyde-3-phosphate dehydrogena 
nucleolar phbsphoprotein p1 3D 
leukemia-associated phosphoprotein p18 
ESTs 

ESTs; Weakly similar to ARG INYL-TRN 
ESTs 

LINE retrofransposable element 1 

ESTs 

ESTs 

ESTs 

ESTs 

□KFZP586D2223 protein 
protein kinase C; dslia 
ESTs 

tumor necrosis factor (ligartd) superfamlly 
ESTs 

microtubule-associated protein tau 

ESTs; Moderately similar to weak similar 

ESTs 

biglycan 

ESTs 

ESTs 

ESTs; Weakly similar to cDNA EST yk33 
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117344 N24D46 


Hs.210706 


ESTs 


7.4 


117367 N24954 


Hs.42502 


ESTs 


10.5 


117392 N2617S 


Hs.93405 


ESTs 


5.8 


117394 N26257 


Hs.39671 


KIAA0727 protein 


8.4 


117412 N26722 


Hs.42645 


ESTs 


18.1 


117498 N31726 


Hs.44268 


ESTs; Highly similar to myelin gens expr 


5.8 


117557 N3392Q 


Hs.44532 


diubiquitin 


12.3 


117634 N36421 


Hs.13323 


ESTs; Weakly similar to SODIUM- AND 




117639 N36923 


Hs.44833 


ESTs 


6' 


117754 N47469 


Hs.59757 


ESTs 


7.3 


117B52 N49408 


Hs.136102 


KIAAQ653 protein 


5.9 


117879 N50050 


Hs.303025 


ESTs; Weakly similar to keratin; 67K iyp 


7.9 


117924 N51056 


Hs.38891 


ESTs 


7.9 


117950 N51394 


Hs.75478 


KIAA0956 protein 


5 


117992 N52000 


Hs.1 72089 


HornD sapiens mRNA; cDNA DKFZp586 


7 


118138 N57773 


Hs.93560 


ESTs; Weakiy similar to trg [Rnorvegicu 


4.8 


118215 NB2195 


Hs.77910 


3-hydroxy-3-methylglutaryl-Coenzyme A 


13.4 


118229 W62339 


Hs,166254 


heat shock 90kD protein 1 ; alpha 


5.4 


116265 N62S27 


Hs.48645 


EST 


4,2 


118336 N53604 


Hs.47166 
Hs.48938 


ESTs 
ESTs 


7,2 
6 


118363 N641S8 
118429 N66158 


Hs.74649 


ESTs 


4.1 


118470 N66769 


Hs.291033 


ESTs 


5.4 


118472 N66B18 


Hs.42179 


ESTs 


10.8 


118475 N66645 




ESTs; Weakly similar to 111! ALU CLASS 


4.5 


118493 N67149 


Hs.50115 


ESTs 


5.3 


116528 N67889 


Hs.49397 


ESTs 


10.4 


118542 N68010 


Hs,49427 


ESTs 


7.9 


118600 N69222 




ESTs 


9.2 


11BB95 N71781 


Hs.50081 


Homo sapiens mRNA full length insert cD 


9.8 


118698 N72113 


Hs.50187 


ESTs 


4.3 


118901 N90719 


Hs.94445 


ESTs 


8.1 


118952 M929S6 




ESTs; Highly similar to CGI-90 protein [H 


12.5 


118976 N93629 


Hs.93391 


ESTs 


5 


1189B6 N94362 


Hs.125830 


ESTs 


7.3 


118989 N94439 


Hs.45105 


ESTs 


8.2 


119027 N99256 


Hs.114611 


ESTs 


5 


119042 R05316 


Hs.5472 


ESTs 


4 


119075 R36451 


Hs,2B7820 


fibroneotin 1 


5 


119260 T15916 


Hs.102950 


ESTs; Highly similar to coat protein gamm 


4.1 


119271 T16387 


Hs.65328 


ESTs 


12.1 


119298 T23820 


Hs. 155478 


cyclin T2 


5.6 


119302 T25725 




ESTs 


14.3 


119341 T62571 


Hs.146388 


microtubule-associated protein 7 


4 


119495 W35390 


Hs.55533 


ESTs 


5.3 


119580 W42451 


Hs.92260 


high-mobility group protein 2-like 1 


5.6 


119602 W46286 


Hs.233694 


ESTs; Weakly similar to ZK1058.5 [C.ele 


6.5 


119620 W47620 


Hs.56009 


2'-5'oligoadenylate synthetase 3 


8.1 


119676 W60473 


Hs.57787 


ESTs 


5.5 


119717 W69134 


Hs.57987 


ESTs 


4.6 


119729 W69747 


Hs.94806 


KIAA1062 protein 


4 


119805 W73783 


Hs.43213 


ESTs 


4 


119859 W80702 


Hs.58461 


ESTs 


4.8 


119867 W80852 


Hs.250696 


KDEL (Lys-Asp-Glu-Leu) endoplasmic re 


4.2 


119873 W81129 


Hs.44865 


Homo sapiens mRNA; cDNA DKFZp586 


4.3 


119899 W84767 


Hs.58698 


ESTs 


5.9 


119940 W86779 


Hs.272531 


DKFZP566B0313 protein 


9 


119943 W8G835 


Hs.14156 


coplne III 


4.B 


119970 W87812 


Hs.93581 


Homo sapiens mRNA; cDNA DKFZp586 


4 


120131 Z38656 


Hs,75867 


coatomer protein complex; stibunit alpha 


4.2 


120150 Z39549 


Hs.153746 


ESTs 


11 


120206 Z40805 


Hs.91668 


ESTs 


8.2 


120241 Z41815 


Hs.65946 


ESTs 


15.6 


120255 M169752 


Hs.5672 


ESTs; Weakly similarto Similarity to Yea 


4.2 


120314 M194166 Hs.221040' 


KIAA1036 protein 


G.8 


120325 AA195651 


HS.10410B 


ESTs 


15.2 


120352 AA211400 Hs.193172 


ESTs 


6.8 
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12042B AA236822 
120524 AA2B1852 
120528 AA2B2107 
120571 AA28073S 
120649 AA2B7115 
120G55 AA2B7347 
120668 AA287833 

120712 AA292654 

120713 M292555 
120724 AA29347Q 
120873 AA358015 
120885 M365515 
120919 AA381125 
120948 AA397822 
120969 AA39S116 
120977 AA398155 
121103 AA39B936 
121291 AA401753 
121320 AA403008 
121463 AA411745 
121596 AA416740 
121723 AA419622 
121748 AA421171 
122125 M434411 



Hs.192843 
Hs.238205 
Hs.292913 



Hs.301372 
Hs.301444 
Hs.104650 
Hs.129206 
Hs.97600 

Hs.97697 EST 



K1AA1Q97 protein 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs 

eukaryotic translation Initiation factor 2 al 

ESTs 

ESTs 

EST 

ESTs; Moderately similarfo I fit ALU SU 
ESTs 

ESTs; Highly similar to similar to mago n 
casein kinase 1; gamma 3 
ESTs 



122522 M449444 Hs.98969 



1Z2655 AA454756 
122704 M456326 
122782 AA459B94 
122856 AA463740 
122882 M465381 
122928 AA47S578 
122974 AA478625 
.122997 AA479295 
123016 AA480103 
123107 M486071 
123111 AA48S273 
123114 M4B64D7 

123136 M4B7449 

123137 M487468 
123169 M48B892 
123176 AA489020 



Hs.97837 
Hs.99445 
Hs.99472 
Hs.75367 
Hs.108812 
Hs.101340 
Hs.194215 
Ks.106290 



123436 AA59B714 
123442 AA5988D3 
123449 AA598899 
123494 AA5997BS 
123503 AA60O121 
123533 AA608751 
123619 AA609200 
123673 AA609471 
123729 AA609778 
123819 AA62D636 
123960 AA621785 
124000 D57317 
124008 D60302 
124012 D60240 
124021 F02859 
124049 F10523 
124059 F13673 
124243 H66710 
124308. H93575 

124314 H94877 . 

124315 H94892 



Hs.104207 
Hs.191721 
Hs.129928 
Hs.194024 
Hs.100686 



HS.1B7585 
Hs.223014 
Hs.111496 
Hs.1 12493 
Hs.112110 



Hs.1 58549 
Hs.278672 
Hs.1 12264 
l-te.287733 
Hs.74861 
Hs.270016 
Hs.241471 
Hs.1 3974 
Hs.74519 
Hs.283713 
Hs.133525 
Hs.241507 
Hs.21S766 
Hs.288757 
Hs.101282 
Hs.102406 



124352 N21626 
124357 N22401 
124390 N29325 Hs.7535 



N5.8186 

Hs.301927 

Hs.239681 

Hs.174104 

Hs, 104800 

Hs.234545 

Hs.98806 



lung cancer candidate 

T-cell receptor; alpha (V;D;J;C) 

ESTs; Weakly similar to KIAAG554 prate 

ESTs 

ESTs; Weakly similar to Mouse 19.5 mRN 

ESTs 

ESTs 

ESTs 



ESTs; Weakly similar to B0041.5 [C.eleg 

ESTs 

ESTs 

Kelch motif containing protein 

ESTs; Weakly similar to alternatively spli 

ESTs 

ESTs 

ESTs; Moderately similar fo KIM0454 p 
ESTs 

ESTs; Weakiy similar to secreted cement 
ESTs; Weakly similar to Gag-Pol polypro 
ESTs 
ESTs 

pro:ease; serine; 15 
ESTs 

Homo sapiens mRNA; cDNA DKFZp5S4 

ESTs 

ESTs 

ESTs; Weakly similar to !!!! ALU SUBFA 

ESTs 

ESTs 



rnelhytatonate-semialdehydedehydroge 
activated RNA polymerase ii iranscription 
ESTs 

HUM5G11A Human fetal brain {TFujiwa 
ESTs 

primase; polypeptide 2A (58kD) 

ESTs 

ESTs 

Homo sapiens mRNA; cDNA DKFZp564 
GTP-binding protein 

v-ral simian leukemia viral oncogene horn 
Homo sapiens mRNA; cDNA DKFZp434 
ESTs 

yw37g07.s1 Morton Fetal Cochlea Homo 
ESTs; Highly similar to COBW-like place 
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124438 N401B8 Hs.11090 ESTs 3£ 

124447 N48000 Homo sapiens mRNA; cDNA DKFZp586 4.8 

124457 N50114 Hs.266175 ESTs 6.1 

124539 N63172 Hs. 146409 cell division cycle 42 {GTP-bindIng prate 5.6 

5 124826 N74604 Hs.11090 ESTs 12-8 

124632 N79515 Hs.306117 interleukin 13 receptor; alpha 1 6.4 

124644 N91279 Hs. 109654 ESTs; Moderately similar to outer rnembr 8.3 

124676 R01037 Hs.181013 phosphoglycerate mutase 1 (brain) 12.3 

124677 R01073 ESTs; Weakly similar to !!!! ALU CLASS 5.4 
10 124724 R12405 Hs.112423 Homo sapiens mRNA; cDNA DKFZp586 6.5 

124773 R40923 Ks.106604 ESTs 4.9 

124777 R41933 ESTs 7.2 

124792 R44357 Hs.46712 ESTs; Weakly similar to cDNA EST EMB 8.6 

124857 R63652 Hs.137190 ESTs 4.9 

15 124911 R88992 Hs.1B0612 ESTs 4.7 

124955 T10S98 Hs.324841 ESTs; Weakly similar to 111! ALU SUBFA 4,4 

124958 T11134 Hs.431 murine leukemia viral (bmi-1) oncogene h 12.6 

125038 T78089 Hs370134 ESTs 4,1 

125092 T92544 Hs.137546 CDB4 antigen (leukocyte antigen) 14.8 

20 125132 W15495 Hs.129781 chromosome 21 open reading frame 5 6.7 

125144 W37999 Hs.24336 ESTs 4.8 

125154 W38419 ESTs 5.3 

125243 W86423 Hs.1Q5413 ESTs 6.6 

125279 W93640 Hs.4779 ESTs; Moderately similar to similar to AD 5.8 

25 125299 Z39436 Hs.102720 ESTs 12.2 

125303 Z39821 Hs.288193 ESTs 10.2 

125304 Z39833 Hs.124940 GTP-blnding protein 6.8 
125474 AA151216 Hs.75103 tyrosine 3-monooxygenase/lryptophan 5-m 8 
125509 AA044232 Hs,28B9S7 ESTs 5.4 

30 125580 AA126504 Hs.267812 sorting nexin 4 4.1 

125582 AA5073B3 Hs.74649 cytochrome c oxidase subunit Vic 11.5 

.125670 AI432621 Hs.82685 CD47 antigen (Rh-related antigen; integri 4 

125698 AA748483 Hs.191356 general transcription factor I1H; polypepti 9.4 " 

125745 AI283493 Hs.75722 ribophorinll 6.2 

35 1 25852 H09290 Hs.76550 Homo sapiens mRNA; cDNA DKFZp564 25.9 

125972 AA434562 Hs.35406 ESTs 4.1 

126160 N90960 Hs.265398 ESTs; Weakly similar to transformatioM 16.4 

126257 N99638 Hs.124084 tumor necrosis factor receptor superfamliy 9.5 

126337 AI06B486 Hs.40500 similar to S. cerevisiae RER1 5.6 

40 126405 U46278 Hs,122489 ESTs 7.5 

126537 W40262 Hs.146310 ESTs; Weakly simitar to putative p150 [H 4.1 

126590 W789S8 Hs.181307 H3 histone; family 3A 4.5 

126712 AA205862 Hs.7942 ESTs 5.2 

126721 T72569 Hs.125359 Thy-1 cell surface antigen 4.4 

45 126764 A1334393 Hs.102178 ESTs 4.6 

126804 AI203334 Hs.16062B ESTs 11.7 

126819 AA305536 Hs.279607 ESTs 4 

126B77 A1052047 Hs.26102 ESTs 7 

126991 R31652 Hs.821 biglycan 5.6 

50 127479 AA513722 Hs.179729 collagen; type X; alpha 1 (Schmld metaph 14.3 

127514 AA826926 Hs.204214 ESTs 4.5 

127663 W07286 Hs.10340 ESTs; Weakly similar to weak similarity f 5.1 

127677 AA910752 Hs.2C4190 ESTs; Highly similar to MEM3 [M.muscu 17.3 

127814 AA761755 • Hs.136713 ESTs; Weakly similar to V4-1 (Ksaptens 4.1 

55 127997 AI281549 Hs.311054 ESTs 5.5 

128092 AA904617 Hs.166229 ESTs 5.8 

128218 H02682 Hs.292154 ESTs; Moderately similar to recombipatio 5.8 

128465 D59653 Hs.241471 EST 7.4 

128482 U83908 Hs.296251 programmed cell death 4 5.8 

60 128517 AA2B0817 Hs.100861 ESTs; Weakly similar to p6Q katanin [H.s 8.3 

128530 AA504343 Hs.183475 Homo sapiens clone 25061 mRNA sequeri 6.6 

128559 AA226S01 Hs.101448 metastasis associated 1 5.2 

128574 AA412048 Hs,38260 keratin 8 5.1 

128595 U31875 Hs.152677 short-chain alcohol dehydrogenase family 27.1 

65 128610 L386D8 Hs.10247 activated leucocyte cell adhesion molecule 13.2 

128629 AA3991S7 Hs.102708 DKFZP434A043 protein 6.7 

128649 AA142853 Hs.103106 Homo sapiens mRNA for 67b protein (G 4.5 
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12B551 AA446990 Hs.103135 


ESTs 


6,1 


128653 R48943 Hs.10315 


solute canterfarnily 7 {catlonlo amino aci 


4,4 


128656 AA458542 Hs.1Q326 


coatomer protein complex; sisbunit epsilon 




128717 T30617 Hs.104222 


Homo sapiens mRNA; cDNA DKFZp566 




128727 M64174 Hs.50651 


Janus kinase 1 (a protein tyrosine kinase) 
ESTs; Weakly similar to alpha 1(XVIll) c 


7,3 


128764 N4930B Hs.104938 


9.2 


128781 X85372 Hs.105465 


small nuclear ribonucleoprotein polypepti 


M 


128793 W93562 Hs.105749 


KIAA0553 protein 


4.6 


128835 W1552B Hs,1063SO 


Homo sapiens mRNA; cDNA DKFZp5B6 




128845 AA45565S Hs.10649 


basement membrane-induced gene 


6.9 


128871 AA40D271 Hs.106778 


Homo sapiens mRNA for putative Ca2+-t 


4.5 


128922 AA252023 Hs.9589 


ESTs; Weakly similar to HR1HFB21 57 [H 


6,4 


128925 D61676 Hs.21851 


Homo sapiens mRNA; cDNA DKFZ.p586 


6,4 


12693B M410325 Hs.107260 


ESTs 


7 


128946 N29353 Hs.107318 


kynurenine 3-monooxygenase {kynurenin 


5.2 


128948 AA485655 Hs.223025 


proteasomefjrosome; macropain) subunit 


13,1 


128955 F10290 Hs.185807 


Homo sapiens clone 24758 mRNA sequen 


5.6 


129005 AA460049 Hs.13323 


ESTs; Weakly similar to SODIUM- AND 




129009 AA131421 Hs.75607 


ESTs 


9.B 


129017 H13108 Hs.107968 






129057 X62466 Hs,276770 


CDW52 antigen (CAMPATH-1 antigen} 


10.7 


129075 M129465 Hs.83765 


ESTs 


4,7 


129095 L12350 Hs.108623 


thrombospondin 2 


4.4 


129124 AA234530 Hs. 108802 


N-ethylmaleimlde-sensitive factor 


20.7 


129160 AA131252 Hs.109007 


ESTs 


5,9 


129164 AA282183 Hs.109045 


ESTs 


5,8 


129180 R40556 Hs.318401 


ESTs; Highly similar to HSPC039 protein 


7,6 


129224 X89109 Ha.1 09606 


coronin; actin-bindlng protein; 1A 


12 


129229 AA211941 Hs.109643 


polyadenylate binding protein-interacting 


7,9 


129240 W24360 Hs.237868 


interleukin 7 receptor 


5.3 


129241 M435665 Hs, 109706 


ESTs; Moderately similar to HN1 [M.mus 


8.4 


129243 H88033 Hs.109727 


KIAA0733 protein 




129247 AA151574 Hs. 109733 


pllin-like transcription factor 


6,4 


129259 AA090695 Hs.181385 


ESTs 


6,2 


129270 Z35227 Hs.109918 


ras homolog gene family; member H 


5,4 


129281 AA026318 Hs.289101 


glucose regulated protein; 58kD 


4.4 


129300 C20976 Hs.110165 


ESTs; Highly similar to dbosomal protein 


5.7 


129318 N93155 Hs.285976 


calmodulin 1 (phosphorylase kinase; delta 


7,7 


129319 AA037467 Hs,30340 


ESTs 


6 


129351 AA167268 Hs.62349 


Human ras Inhibitor mRNA; 3' end 


9.3 


129366 H18027 Hs.184697 


plexln C1 
ESTs 


1B.2 


129383 W92984 HS.28B224 


5.9 


129388 AA151621 Hs.110964 


ESTs 


4,1 


129391 T80814 Hs.11101 


discs; large (Drosophila) homolog 3 {neur 


10.9 


129404 M1720S6 Hs,317584 


ESTs 


5,3 


129406 N23707 Hs,111138 


KIAA071 2 gene product 




129426 AA4120B7 Hs.111323 


EST; Highly similar to protein Inhibitor o 


8 


129453 AA421213 Hs.1 11632 


Lsm3 protein 


5.5 


129513 C00225 Hs.306163 


ESTs; Weakly similar to fos39554_1 [H.s 


5.5 


129519 AA298786 Hs. 112242 


ESTs 


6,8 


129606 R21443 Hs.166254 


heat shock 90kD protein 1; alpha 


5 


129622 AA278243 Hs.323949 




6.8 


129626 AA447410 Hs.111334 


ESTs; Weakly similar to till ALU SUEFA 


5.1 


129S27 AA258308 Hs.71968 


Homo sapiens mRNA; cDNA DKFZp564 


5,3 


129628 U26727 Hs.1174 


cyclin-dependent kinase inhibitor 2A (mel 


8.2 


129642 R50008 Hs!l18D6 


7-defiydrocholeslerol reductase 


4.3 


129663 AA442768 Hs.11866 


translocase of inner mitochondrial membr 


4.4 


129865. M88458 Hs. 118778 


KDEL (Lys-Asp-Glu-Leu) endoplasmic re 


4 


129691 X06700 Hs.119571 


collagen; type II I; alpha 1 (Ehlers-Danlos 


6 


129783 AA454618 Hs.12479 


associated molecule with the SH3 domain 


6,4 


129800 AA252436 Hs.12540 


ly50phosphoJipase I 


7.7 


129836 AA452161 Hs.206521 


YME1 (S.cerevi5iae)-llke 1 


5 


129850 N20593 Hs.288932 


GDP dissociation inhibitor 2 


6.9 


129869 AA102520 Hs.13015 


ESTs; Weakly similar to heat shock prote 


5 


129896 AA043021 Hs.13225 


UDP-Ga!;teiaGlcNAc beta 1;4- gaiactosy 


6.6 


129982 M87739 


immunoglobulin gamma 3 {Gm marker) 


4 


129985 AA450045 Hs.140452 


cargo selection protein (mannose 6 phosp 


5.8 
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130029 AA236412 


Hs.236510 


ESTs; Moderately similar !o PFT27 [M.m 


5.6 


130033 M90696 


Hs.181301 


cathepsin S 




130036 M195260 


Hs.1 25849 


ESTs; Moderately similar to INI ALU SU 


7.4 


130069 AA055896 


Hs.146428 


collagen; type V; alpha 1 




130077 T240S5 


Hs,91379 


ribosomal protein L26 




1300B0 X14850 


Hs.1 47097 


H2A hlstone family; member X 


12.1 


130096 AA223874 


Hs. 197955 


KIAA0704 protein 




130114 AA234717 


Hs. 14992 


ESTs 


7,8 


130126 M368Q3 


Hs.1 504 


hemopexin 


7.2 


130135 M61764 


Hs.21635 


tubu'in; gamma 1 


5.6 


130170 AA610070 


Hs.1 51 469 


calcium/calmodulin-dependent serine pro 




130189 043947 


Hs.151761 


KIAAQ100 gene product 


6.4 


130208 AA820558 


Hs.1 5250 


peroxisomal D3;D2-enoyl-CoA Isomerase 


6.4 


130211 D50840 


Hs.23703 


UDP-glucose ceramide glucosyltransferas 


4,5 


130235 X14046 


Hs.1 53053 


CD37 antigen 


9.1 


130276 S75295 


Hs.169149 


karyopherin alpha 1 (importin alpha 5) 


9,6 


130280 L 13738 


Hs.153937 


activated p21cdc42Hs kinase 


5 


130313 AA620323 


Hs.154320 


ubiquilin-advating enzyme E1C (homolo 


3,1 


130314 D86967 


Hs.154332 


KIAA0212 gene product 


10 


130328 AA135673 


Hs.154668 


KIAA0391 gene product 


5,1 


130356 X84373 


Hs.155017 


nuclear receptor interacting protein 1 


10,6 


130367 Z38501 


Hs.8768 


ESTs; Weakly similar to Kit ALU SUBFA 


6.3 


13D378 T47333 


Hs.1551B8 


TATA box binding protein (TBP)-associa 


7.1 


130384 X66364 


HS.166D71 


cyclin-depcndent kinase 5 


5.6 


130393 D13630 


Hs.155291 


KIAA0005 gene product 


4.1 


130399 M449417 


Hs. 155356 


Homo sapiens mRNA for putative glucosy 


4.6 


130407 N298BB 


Hs.155410 


ESTs 


7 


130414 M21121 


Hs.241392 


small inducible cytokine A5 (RANTES) 


4,1 


130417 U58522 


Hs.155485 


huntingtin-interacting protein 2 


7,9 


130421 D21260 


Hs.178710 


clathrin; heavy polypeptide-like 2 


4 


130441 U35835 


Hs.155637 


protein kinasa; DNA-activated; catalytic p 


6.8 


130455 X17059 


Hs. 155956 


N-acetyltransferase 1 (arylamine N-acefyl 


26.4 


130498 L38951 


Hs.180446 


karyopherin (importin) beta 1 


4.8 


130499 AA416723 


Hs.158286 


Homo sapiens mRNA for KIAA0446 prot 


6.1 


130511 L32137 


Hs.1584 


cartilage oligomeric matrix protein (pseud 


8.3 


130553 AA430O32 


Hs.252587 


pituitary tumor-transforming 1 


7.5 


130558 H96654 


Hs.15984 


ESTs; Weakly similar to gene pp21 protei 


5.6 


130568 M232535 


Hs.16085 


ESTs; Highly similar to CGI-1 3 protein [H 


4 


130583 W24957 


Hs.293907 


ESTs; Moderately similar to similar to Co 


13.3 


130585 H66211 


Hs.1 6331 


ESTs 


10.1 


130604 XQ3635 


Hs.1 657 


estrogen receptor 1 


39,9 


130614 AA132007 


Hs.16697 


ESTs 


5.1 


130619 M477739 


Hs.12532 


ESTs 


5.9 


130622 AA235247 


Hs.16846 


ESTs; Weakly similar to cytochrome P45 


4,1 


130625 F03969 


Hs.260720 


matrix metalbproleinase 2 (gelatlnass A; 


3.3 


130627 L23808 


Hs.1695 


matrix maialiop.-oteinase 12 (macrophage 


10,3 


130629 M6D346 


Hs.1697 


ATPase; H+ transporting; lysosomal (vacu 


7 


130635 MB7503 


Hs.1706 


interferon-stimulated transcription factor 


5,5 


130639 D59711 


Hs.17132 


ESTs 


7.2 


130577 H17861 


Hs.17767 


ESTs 


13.5 


130681 D82808 


Hs.17820 


Rho-associated; coiled-coil containing pro 


6 


130693 M487202 


Hs,17962 


ESTs 


6.1 


130703 N63295 


Hs. 18103 


ESTs 


4.3 


130706 AA488843 


Hs.201673 


comichon-like 


4 


130712 AA292066 


Hs. 27 9762 


adenylate cyclase 7 




130714 X92B96 


Hs.18212 


DNA segment on chromosome X (unique) 


8^4 


130715 T9B227 


Hs. 171 952 


occludin 


5,7 


130744 AA203527 


Hs.18747 


POP7 (processing of precursor; S, cerevls 


6.2 


13D747 AA471293 


Hs.6879 


ESTs 


8.2 


130751 M435633 


Hs.1 8879 


Homo sapiens clone 23965 mRNA sequen 


8,3 


130796 R39390 


Hs.1 9525 


ESTs 


4.5 


130800 AA2233S6 


Hs.1 9574 


ESTs; Weakiy similar to k3tanln p80 subu 


7.7 


130855 AA425439 


Hs.143323 


putative DNAichromatin binding motif 


4.3 


130859 M287327 


Hs.20478 


ceroid-lipofuscinosis; neuronal 2; late infa 


9.8 


130866 M5B028 


Hs.2055 


ublquitin-activating enzyme E1 (A1S9T a 


4.3 


130880 D14678 


Hs.20830 


kinssin-like 2 


4,5 


130891 D31891 


Hs.20991 


SET domain; bifurcated; 1 


4 
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20 



40 



65 



130905 AAQ56489 Hs.129993 


ESTs 


8.7 


130913 W03592 Hs.21193 


translocasB of outer mitochondrial membr 


20.9 


130919 AA291710 Hs.21276 


collagen; type IV; alpha 3 (Goodpasture a 




130921 AA074596 Hs.194688 


bromodomain adjacent to zinc finger <iqm 




130944 M97935 Hs,21486 


signal transducer and activator of transcrip 




130974 X57985 Hs.2178 


H2B histone family; membsrQ 




130987 R45698 Hs.21893 


ESTs; Weakly similar to cAMP inducible 




130999 N48963 Hs.21992 


KEAA06BS protein 


7.2 


131010 AA43574S Hs.169341 


ESTs; VVeakiy similar to phosphatide acid 


5.2 


131046 X02530 Hs.2248 


small Inducible cytokine subfamily B (Cy 


(IV 


131091 T35341 Hs.22880 


ESTs; Highly similar to dlpepfidyl peptid 




131153 H11760 Hs.23606 


ESTs 




131185 M25753 Hs.23960 


cyclln B1 


R9 


131200 AA609427 Hs.293732 


ESTs; Moderately similar to III! ALU SU 


4.3 


131206 AAQ44078 Hs,24210 


ESTs 


5.5 


.131210 AA430Q47 Hs.95549 






131227 AA429472 Hs.236522 


OKFZP434P106 protein 




131244 D38076 Hs.24763 


RAN binding protein 1 




131245 AA620599 Hs,24768 


DKFZP564E1962 protein 




131257 AA256042 Hs.24S08' 






131319 U25997 Hs.25590 


stannlocalcin 




131339 AA463450 Hs.25812 


Nijmegen breakage syndrome 1 (nibrin) 




131388 R34531 Hs.92200 


K/AA0480 gene product 


01 


131410 H84658 Hs.279836 






131472 AA608962 Hs.27258 


caicyclin binding protein 


18.1 


131475 Z39Q53 Hs.27263 






131501 AA121127 Hs.8207 


H3 histone; family 3A 
lactate dehydrogenase A 


5.5 


131514 X02152 Hs.2795 




131524 N39152 Hs.3D1804 


ESTs 


4.3 


13152B D6Q856 Hs.28309 


UDP-glucoss dehydrogenase 




131544 N33236 Hs.28555 


ESTs; Weakly similar to B051 1 .8 [C.eleg 




131557 D30946 Hs.28707 


signal sequence receptor; gamma (transloc 


ft7 


131562 U90551 Hs,28777 


H2A histone family; member L 




131564 AA491465 Hs.26792 






131586 AA2353B5 Hs,26966 


ESTs; Moderately similar to altemativeSy 




131587 M15182 Hs.1838S8 


glucuronidase; beta 


k-> 


131589 U52100 Hs.29191 


epithelial membrane protein 2 




131615 D14533 Hs.192603 


xeroderma pigmentosum; complementatio 




131664 AA136126 Hs.30327 


mltogen-actwated protein kinase-activated 




131679 M136660 Hs.30579 


ESTs 




131684 U26174 Hs.3086 


granzyme K (serine protease; granzyme 3 




131687 L11066 Hs.3069 


heat shock 70kD protein 9B {mortalin-2) 


R9 


131689 AA599853 Hs.30696 


iranscriptiori factor-iike 5 (basic helix-loo 


Q 3 


131693 W60913 Hs,1 10796 


ESTs; Weakly similar to cDNA EST yk45 




131710 AA233225 Hs.30985 


MRS1 protein 


R9 


131716 D49738 Hs.31053 


cytoskeleton-associated protein 1 


6,6 


131742 D31352 Hs,31433 






131762 H46831 Hs. 107767 


ESTs; Moderately similar to CaM-KIl fnh 


4.9 


131781 AA46045Q Hs.31989 


DKFZP5B6G1 722 proiein 




131795 N32724 Hs.32317 


Sox-like transcriptional factor 


4.5 


131809 L76517 Hs.3260 


presenilin 1 (Alzheimer disease 3) 


5.4 


131814 AA437226 Hs.157 


interleukin 10 receptor; alpha 




131836 AA091932 Hs,1 80628 


dynamln-llke protein 


6.7 


131877 J04088 Hs.156346 


topoisomerase (DNA) II alpha (170kO) 




131685 AA044095 Hs.3402 




11.1 


131891 AA1 58258 Hs.30376 


heterogeneous nuclear protein similar to r 


5.6 


131925 AA248470 Hs.183180 


ESTs; Weakly similar to RING linger pro 


4.5 


131930 AA205460 Hs.69476 


. ESTs 


14.3 


131941 D62657 Hs.35086 


ublquilin-specific protease 1 


6.2 


131965 W90146 Hs.35962 


ESTs 


6.3 


131970 D86960 Hs.361Q 


KIAA0205 gene product 


4.2 


131971 R70167 Hs.154938 


ESTs 


4.3 


131974 AA410424 Hs.268122 


Homo sapiens mRNA; cDNA DKFZp5B6 


4.6 


131977 F09788 Hs.3622 


procollagen-proline; 2-oxoglutarate 4-diox 


6.4 


131994 AA479515 Hs.279882 


Human DNA sequence from clone 703H1 


12 


131997 D82399 Hs.136544 


Homo sapiens clone 23714 mRNA sequen 


10 


132017 W67251 Hs.257659 


Homo sapiens vav 3 oncogene (VAV3) m 


4.7 
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132021 T6824B 


H5.306079 


chaperonin containing TCP1; subunit 5 (e 


132065 DB2226 


Hs.211594 


proteasome (prosome; macropaln) 26S sub 


132065 D444BS 


Hs.3687 


proteasome (prosome; macropaln) 26S sub 


132089 AA131971 


Hs.39122 




132109 AA599801 


Hs.40098 




132143 AA257056 


Hs,7972 


K1AA0871 protein 


132149 T10822 


Hs.324743 


ESTs 


132153 N90141 


Hs.41066 


ESTs; Moderately similar to ELONGATI 


132160 AA281770 Hs.285923 


seven in absentia (Drosophila) homotog 1 


132164 1)84573 


Hs.412/0 


procoi:aqen-lysine; 2-oxoglutarate 5-dioxy 


132180 AA405569 


Hs.413 


fibroblast activation protein; alpha; sepras 


1321B3 L19183 


Hs.199695 


hypothetical protein 


132225 AA12B980 




ESTs 


132227 AA412620 


Hs.4248 


ESTs 


132235 F09058 


Hs.42656 




132256 AA608B56 


Hs.431 


murine leukemia viral (bmi-1) oncogene h 


132298 N41849 


Hs.7120 


Homo sapiens cytokine receptor related p 


132314 AA265290 


Hs.44499 


small EORK-rich factor2 


132325 N37065 


Hs,44856 




132384 AA479933 Hs.46967 


Human DNA sequence from clone 167A1 


132387 R70914 


Hs.231434 


heat shock 7QkD protein 1 


132393 W8588B 


Hs.47334 


, ESTs; Moderately similar to UN ALU SU 


132406 F09979 


Hs.4774 




132407 AA431459 


Hs.47783 




132413 AA132969 


Hs.260116 


KIAA1104 protein 


132446 AA426218 


Hs.48764 




132465 AA047896 


Hs.49169 




132482 AA429478 


Hs.238126 


ESTs; Highly similarto CGI-49 protein [H 


132492 T03749 


Hs.4990 


KIAA1089 protein 


132528 AA283006 


Hs.50758 


chromosome-associated polypeptide C 


132540 M488987 


Hs.5097 


synaprogyrin 2 


132543 AA417152 


Hs.5101 


proteh regulator of cytokinesis 1 


132580 L37042 


Hs.28373B 


casein kinase 1; alpha 1 


132586 AA412452 Hs.52515 


DKFZP434NQ24 protein 


132608 AA1 99588 


Hs.5321 


ARP3 (actin-related protein 3; yeast) horn 


132616 AA386264 


Ks.283558 


isocitrate dehydrogenase 2 (NADP+); mil 


132617 AA171913 


Hs.5338 


carbonic anhydrase XII 


■132618 M253330 Hs.27S916 


adaptor-related protein complex 1; gamma 


132640 U33821 


Hs.5437 


Taxi (human T-ce!i leukemia virus type 1 


132668 AA4S3614 


Hs.5460 


KIAA0776 protein 


132694 M60830 


Hs.5509 


ecotroplc viral integration site 2B 


132700 N47109 


Hs.5521 




132724 AA417962 Hs.55498 


geranylgeranyl diphosphate synthase 1 


132738 W42674 


Hs,264636 


ESTs; Moderately similarto neuronal thre 


132742 AA490862 


Hs.292812 


ESTs; WeaWy similarto C43H8.1 [C.eieg 


132744 X54326 


Hs.55921 


glutamyl-prolyMRNA synthetase 


132795 H99152 


Hs.57079 




132807 AA331777 Hs.57301' 


mutL (E. cou) homoiog 1 (colon cancer; n 


132811 U25435 


Hs.57419 


transcriptional repressor 


132817 AB004884 


Hs.57553 


tousled-like kinase 2 


132840 N23B17 


Hs.5807 


Homo sapiens clone 23675 mRNA sequen 


132845 D5258B 


Hs.5813 


ESTs 


132647 T48195 


Hs.58169 


eukaryotlc translation initiation factor 3; s 


132856 W79865 


Hs.58367 


glyplcan 4 


132869 N26855 


Hs.203961 


ESTs 


132874 AA425776 


Hs.58609 


ESTs 


132880 AA444369 


Hs.177537 


ESTs 


132894 D82422 


Hs.5944 


ESTs 


132900 N56451 


Hs.5978 


UM domain only 7 


132903 AA235404 


Hs.5985 


Homo sapiens clone 25186 mRNA sequen 


132904 X83618 
132906 AA142857 
132914 AA496037 


Hs.59889 
Hs.234896 
Hs.60293 


3-hydroxy-3-methyfgliitaryl-Coenzyme A 
ESTs; Highly similar to geminin [H.saple 
ESTs 


132918 AA252605 


Hs.6051 


KIAA0616 protein 


132936 AB002305 


Hs.8111 


KIAA0307 gene product 


132951 U04209 


Hs.61418 


microfibrillar-associated protein 1 


132957 AA234791 


Hs,61469 


Human gene from PAC 753P9; chromc-so 
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132959 


M028103 Hs.61472 


ESTs; Weakly similar to unknown [S.cere 


18.9 


132968 


N77151 


Hs.61638 


myosin X 


5.8 


1329B4 


H80409 


Hs,62112 


zinc finger protein 207 


4.3 


132930 


M458761 


Hs.183B7 


transcription factor AP-2 alpha {activating 


4,2 


132994 


AA505133 Hs.279905 


solute carrier family 2 (facilitated glucose 


26,4 


132938 


Y00082 


Hs.170121 


protein tyrosine phosphatase; receptor typ 


4.4 


133002 


AF006082 


Ks.42915 


ARP2 (actin-relaled protein 2; yeast) horn 


4,7 


133005 


C21400 


Hs.278605 


K1AAG970pratetn 


6,6 


133015 


AA047036 Hs.246315 


ESTs 


7,9 


133016 


W81298 


Hs.6289 


growth factor receptor-bDund protein 2 


5,2 


133039 


X62055 


Hs.63489 


protein tyrosine phosphatase; non-recepto 


4 


133050 


S67325 


Hs.63788 


proplonyl Coenzyme A carboxylase; beta 


5.2 


133056 


AA0713B7 


Hs.6396 


jumping translocation breakpoint 


5 


1330S2 


R33663 


Hs.64056 


ESTs 


5.4 


533083 


N70633 


Hs.6456 


chaperonirt containing TCP1; subunit 2 (b 


6 


133091 


AA122147 


Hs.64691 


KIAA0483 protein 


5 


133093 


AA598749 


Hs.285996 


ESTs 


5.6 


133124 


AA156049 


Hs.267923 


ESTs 


4,1 


133126 


016469 


Hs.6551 


ATPase; H+ transporting; lysosomal (vacu 


6,2 


133196 


R37367 


Hs.6727 


Ras-GTPase activating protein SH3 doma 


5.1 


133214 


Y10659 


Hs.285115 


interieukin 13 receptor; alpha 1 


6,2 


133225 


Z41415 


Hs.6823 


ESTs; Weakly similar to intrinsic facior-B 


8,3 


133228 


N90029 


Hs.6831 


Homo sapiens clone 1400 unknown prate 


4.7 


133239 


AA059405 HS.179BB2 


Homo sapiens clone 24655 mRNA soquen 


5.5 


133240 


D31161 


HS.242B94 


ESTs 


9 


133257 


AF0060B6 


Hs.6895 


actin related protein 2/3 complex; subunit 


7.7 


133264 


W72187 


Hs.69192 


ESTs; Weakly similar to cDNA EST yk37 


6.7 


133274 


AA488886 


Hs.6949 


ESTs 


4.2 


133281 


AA421079 


Hs.69594 


ESTs; Weakly similar to Sox-like transcri 


4,9 


1332S3 


AA410507 


HS.69S8 


ESTs 


4,3 


133287 


L15702 


Hs.69771 


B-factor; properdin 


9,3 


133294 


R79723 


Hs.69997 


zincfinger protein 238 


30,4 


133297 


AA600057 


Hs.70266 


KIAAG905 protein 


10.4 


133313 


AA256168 


Hs.152316 


ESTs 


B.5 


133332 


H0S195 


Hs.7194 


ESTs Highly miiar : CGI 59 protein [H 


14 


133370 


AA156S97 


Hs.72157 


DKFZP564I1 922 protein 


5 


133391 


X57579 


Hs.727 


inhLbln; beta A (activin A; activin AB alp 


13.9 


133395 


AA491296 Hs.72805 


ESTs 


4,3 


133422 


N79516 


Hs.73287 


ESTs; Weakly similar to eyelid [D.melano 


4,5 


133431 


AA255438 


Hs.7358 


Homo sapiens mRNA; cDNA DKFZp566 


8 


133435 


T23983 


Hs.323966 


ESTs 


5 


133449 


AA094989 


Hs.7381 


vollage^tependent anion channel 3 


8,7 


133468 


X03068 


Hs.73931 


major histocompatibility complex; class II 


5 


133484 


X73710 


Hs.211581 


metal-regulatory transcription factor 1 


5.3 


133505 


AA31686B 


Hs.74346 


ESTs; Weakly similar to 1 40G1 1 .h [D.me 


6,8 


133517 


X52947 


Hs.74471 


gap function protein; alpha 1; 43kD {conn 


5.7 


133551 


D634B0 


Hs.278634 


KIAA01 46 protein 


4.8 


133553 


M3 13977 


Hs.172772 


transcription elongation factor B (Sill); po 


9.5 


133672 


W94333 


Hs.279915 


translocase of inner mitochondrial membr 


5 


133577 


FQ3717 


Hs.75063 


human immunodeficiency virus type I enh 


7.4 


1335B9 


L37368 


Hs.75104 


RNA-bindlng protein S1; serine-rtch dom 


5 


133608 


D13315 


Hs.75207 


giyoxalase I 


4.2 


133617 


AA148318 


Hs.75249 


KIAAG069 protein 


4.5 


133627 


U095B7 


Hs.75280 


glycyl-tRNA synthetase 


10 




D21262 


Hs.75337 


nucleolar phosphoprotein p130 




133634 


U24166 


Hs.234279 


mlcrotubule-associated protein; RP/EB fa 


15,2 


133640 


DS3004 


Hs.75355 


ubiquilin-ccnjugating enzyme E2M {homo 


9.1 


133644 


D89077 


Hs.75367 


Sfc-like-adapter 


6.4 


133649 


M479139 


Hs.75393 


acid phosphatase 1; soluble 


4.B 


133652 


AA287383 


Hs.7540 


ESTs 


4.2 


133674 


AA458946 


Hs.75497 


ESTs 


4.3 


133700 


K01396 


Hs.297681 


protease inhibitor 1 (antl-elastase); alpha- 


8,3 


133705 


N21648 


Hs.75659 


MpV17 transgene; murine iiomolog; glom 


4.6 


133716 


Y00262 


Hs.75722 


ribophorinll 


7.5 


133720 


L27841 


Hs.75737 


pericenulotar material 1 


9.4 


133752 


U4927B 


Hs.75875 


uhiquitin-conjugatlng enzyme E2 variant 


4.5 


133765 


D21255 


Hs.75929 


cadherin 11 (QB-cadherin; osteoblast) 


S.4 
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133772 W73693 Hs,76038 isopentenyt-diphospbate delta Isomerase 7.9 

133774 Z23090 Hs.76067 heat shock 27kD protein 1 4.1 

133776 J03473 Hs.177766 ADP-ribosyltransfetase (NAD+; poly (AD 13 

133784 AA214305 Hs.301064 ESTs 5.2 

5 .133814 M33882 Hs76391 mixovirus (influenza) resistance 1; homo! 117 

133829 AA453783 Hs.76550 Homo sapiens mRNA; cDNA DKFZp564 9.4 

133834 AA1 47510 H3.288660 serine protease; umbilical endothelium 4.8 

133839 M59815 Hs.170250 complement component 4A 67 

■133842 U73477 Hs.285013 putative human HU class II associated p 7.1 

10 133845 TBB510 Hs.7c704 ESTs 6.3 

133859 UB6782 Hs.178761 26S proteasome-assoclated pad1 homolog 137 

133867 D43948 Hs76989 KiAA0097 gene product 4.1 

133868 U58090 Ha.183874 cuilln 4A 4 
133871 AA454597 Hs.182793 ESTs 4.7 

15 133893 X01060 Hs.77356 transferrin receptor(p90;CD71) 8.3 

133914 N32811 Hs77542 ESTs 5 

133918 W72783 Hs.58382 ESTs; Weakly similar to C13F10.5 [C.ele 4.5 

133944 AA045870 Hs.7780 Homo sapiens mRNA; cDNA DKFZp564 6,3 

133946 M15656S Hs.173878 4-nltrophenylphosphatase domain and non 6.4 

20 133983 L34587 Hs;184693 transcription elcngation factor B (Sill); po 6.3 

133980 D00760 Hs.250811 proteasome (prosome; macropaln) subunit 115 

133990 C02374 Hs7322 Homo sapiens mRNA; cDNA DKFZp564 8.2 

133999 M28213 Hs78305 RAB2; member RAS oncogene family 5.2 

134030 J03077 Hs78575 prosaposin (variant Gaucher disease and v 4.6 

25 134032 Z81326 Hs.78589 protease inhibitor 12 (neuraserpin) 6.5 

134045 S82470 Hs.78768 BB1 11.9 

134046 D28473 Hs.1 72801 isoleucine-tRNA synthetase 5.2 
134054 D876B5 Hs.78893 KIAA0244 protein 7,3 
134070 H98621 Hs.78946 cn!lin3 4.7 

30 134087 U51166 Hs.173824 Ihymine-DNAglycosylase 7 

134090 M22382 Hs.79037 heat shock 60kD protein 1 (chaperonin) 4.5 

134098 X0S323 Hs.790B6 ribosomat protein; mitochondrial; L3 9.4 

134110. U41060 Hs.79136 LIV-1 protein; estrogen regulated 4.4 

134132 U32519 Hs.220689 Ras-GTPase-activating protein SH3-doma 6.6 

35 134168 M3989Q8 Hs.161634 Human Chromosome 16 BAG clone CIT9 8,6 

134170 M63138 Hs.79572 caihepsin D (lysosomal aspartyl protease) 9.3 

134208 U88871 Hs.79993 peroxisomal biogenesis factor 7 6.3 

134258 L28010 Hs.BOB heterogeneous nuclear ribonucleoprotein F 4,3 

134288 AA4300D8 Hs.8117 ESTs 6.9 

40 134310 AA313414 Hs.8148 Homo sapiens clons 24B56 mRNA sequen 7.4 

134326 U16306 Hs.81800 chondroltin sulfate proteoglycan 2 (vereic 6.1 

134329 D38551 Hs.81848 ' RAD21 (S. pombe) homolog 8.6 

134331 AA452020 Hs.111222 ESTs; Weakly similar to CG1-128 protein 6.1 

134351 R82074 Hs.82109 syndecan 1 4.4 

45 134357 L43575 Hs,B2171 Human clone 191 B7 placenta expressed m 6.6 

134363 M37033 Hs.82212 CD53 antigen 5,3 

134367 X54199 Hs.82285 phosphoribosylglycinamideformyltransfe 4.8 

134374 D62633 Hs.8235 ESTs 15.2 

134375 AA412720 Hs.82389 ESTs; Highly similar to CGI-1 18 protein 7.2 
50 134376 X02874 Hs.82395 2';5'-oligoadenylate synthetasB 1 6.4 

134381 UE6637 Hs,184270 capping protein (actin filament) muscla Z- 4 

134388 M15841 Hs.82575 smalt nuclear ribonucleoprotein polypepti 5.7 

134395 L09717 Hs.8262 lysosomat-assoclated membrane protein 2 6.9 

134399 H99801 Hs.826S9 tumor rejection antigen (gp9S) 1 4.5 

55 134401 AA243746 Hs.21 1 577 klneciin 1 (kinesln receptor) 11,2 

134405 J04177 Hs.82772 collagen; type XI; alpha 1 15.3 

134415 AA329274 Hs.82911 protein tyrosine phosphatase type tVA; m 4.1 

134417 D87959 Hs,82921 solute carrier family 35 (CMP-slalic acid t .4.2. 

134419 L08044 Hs.82961 trefoil factor 3 (iniesiinal) 5.9 

60 134421 AA1 22386 Hs.829B5 collagen; type V; alpha 2 5.8 

134423 W96151 Hs,83006 ESTs; Highly similarto CGI-139 protein 4.4 

134438 M449984 Hs,246857 ESTs; Highly similar to profeine kinase JN 7 

134446 T25732 Hs.83419 KIAA0252 protein 4.B 

134453 X70683 Hs.83484 SRY {sex determining region Y)-box 4 5.1 

65 134470 X54942 Hs.83758 CDC28 protein kinase 2 203 

134487 R38185 Hs.83954 Homo sapiens unknown mRNA 5 

134495 D63477 Hs.840B7 KIAA0143 protein 16.1 
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134438 M63180 Hs.84131 

134506 U4532B 

134529 H24460 

134570 U66615 

134582 AA234966 



134623 mm 

134654 W23625 

134655 AA454070 
134675 AA250745 
134711 X04011 
134714 U89922 
134722 W47183 
134776 J05582 
134306 Z49099 
134810 M27394 
134840 U51477 
134843 H60595 
134853 D82348 
134866 U84011 
134868 Z39762 
134885 N27670 



134989 AA236324 Hs.9i 



Hs.848 
Hs. 172280 
Hs.86041 
Hs.86347 
Hs.86978 
Hs.8739 
Hs.12309O 
Hs.87773 



Hs.284226 
Hs.89603 
Hs,89718 



Hs.90061 

Hs.90280 

Hs.904 

Hs.90419 

Hs.9071 

Hs.92308 



134992 H05625 

134993 M282343 
135010 D59675 
135015 U54999 
135029 M224180 
135032 AA243497 
135037 U7794B 



135071 t 



Hs.5831 
Hs.301005 
Hs.92927 
Hs.278338 

Hs. 173685 
HS.2785B9 
Hs.93832 
Hs.94 



135117 W52493 Hs.94694 
135144 AA044842 Hs.95260 
135154 AA126433 Hs.267812 
135218 D31157 Hs.324277 
135237 AA454930 Hs.9691 
135243 AA215333 Hs.97101 
135335 H20989 Hs.198281 
135349 D83174 Hs,9930 
135367 M480109 Hs.9963 
135389 U05237 Hs.99872 
135400 M23263 Hs.99915 
135411 L10333 Hs.99947 
300019 M97935 

300021 M97935 

300022 M97935 

3000B9 A1199738 Hs.208275 
300107 AI694585 Hs.270484 
300254 AW079607 Hs.188417 
3D0328 AW015860 Hs.224623 
30D549 AA699328 Hs.298119 
300711 A1492179 Hs.166244 
300921 AW293224 Hs.232165 
301124 T79326 Hs.298262 
301165 N65789 Hs.150186 
301576 AI6B2905 Hs.2704'31 
301604 AA373124 Hs.24809 
301704 M526313 Hs.2S3691 
301782 N99399 Hs.143046 
301884 AA312082 Hs.105445 
301936 NM_004694Hs,114924 
302002 AF0 13966 Hs.5637 
302032 NM_001992Hs.128O87 
302067 H05698 Hs.222399 



threonyl-IRNA synthetase 
ubiqulfiiHsnJugatlng enzyme E2I (homol 
FK5D6-binding protein 4 (59kD) 
SWI/SNF related; matrix associated; actin 
CGG triplet repeat binding protein 1 
ESTs; Weakly similar to predicted using G 
prolyl endopepiidase 
ESTs; Weakly similar to ORF YGR200c [ 
ESTs 

protein Kinase; cAMP-dependent; catatyli 
cytochrome b-245; beta polypeptide (chro 
iymphotoxin beta (TNF superfamily; mem 
ESTs; Weakly similar to neural F box pro 
mucin 1; transmembrane 
spermine synthase 

membrane-spanning 4-dornains; subfamily 
diacylglycerol kinase; zeta (104kD) 
progesterone binding protein 
5-am!no!midazole-4-carboxamideribonuc 
amylo-1;6-glucosidase;4-alpha-glucanotr 
KIAA0882 protein 

progesterone membrane binding protein 
ESTs 

Homo sapiens mRNA; chromosome 1 spe 
ESTs 

purine-rich element binding protein S 
ESTs 

LGN protein 

ESTs; Moderately similar to 17-beta-hydr 

Human DNA sequence from done 30M3 

general transcription factor II; i 

Homo sapiens clone 24483 unknown mRM 

heat shock protein; DNAJ-like 2 

ESTs 

Homo sapiens clone 24837 mRNA sequen 
Homo sapiens mRNA; cDNA DKFZp586 
sorting nexin 4 

ESTs; Weakly similar to growth factor-res 
ESTs 

putative G protein-coupled receptor 
pyruvate kinase; muscle 
collagen-binding protein 2 (colligen 2) 
TYRO protein tyrosine kinase binding pro 
fetal Alzheimer antigen 



AFFX control: STAT1 

AFFX control: STAT1 

AFFX control: STAT1 

ESTs; Weakly similar to llll ALU CLASS 

ESTs; Weakly similar to llll ALU CLASS 

ESTs; Weakly similar to ZnT-3 [H.sapien 

ESTs 

ESTs 

ESTs; Weakly similar to cDNA EST yk40 
ESTs 

ESTs; Weakly similar to dJ88J8.1 [H.sapi 
ESTs; Weakly similar to PTERIN-4-ALP 
ESTs; Weakly similar to llll ALU SUBFA ' 
ESTs; Weakly similar to C17G10.1 [Cete 
ESTs 

EST duster- (not in UniGene) with exon h 
GDNF family receptor alpha 1 
EST cluster (not in UniGene) with exon h 
chromobox homolog 4 (Drosophlla Pc cla 
. EST cluster {not in UniGene) with exon h 
ESTs; Weakly similar to protein-tyrosine 
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302145 NM 003B13HS.151407 


EST cluster (not in UniGene) with exon h 


15.1 


3G223S AI128606 


Hs.6S57 


zinc finger protein 161 


25.8 
21.6 


30Z276 NM.004448HS.323910 


EST cluster (not in UniGene) with exon h 


302290 AL1 17607 


Hs.1 75563 


Homo sapiens mRMA; cDNA DKFZp564 


41.4 


302326 NM_004271Hs.1B4018 


E! T :lust3r(notin UniSene) with exon h 


8.9 
5,4 


302342 AB023141 


Hs.190386 


KIAA09Z4 protein 


302372 AL1 17405 


Hs.200102 


Homo sapiens mRNA; cDNA DKFZp434 


B.9 


302422 AB021227 


Hs.3743 


matrix metalloprolemase 24 (membrane-in 


5.2 


302431 AF1 29530 


Hs.226434 


EST cluster (not in UniGene) with exon h 


5.3 


302501 AF022726 


Hs.251446 


EST cluster (not in UniGene) with exon h 


9,9 


302505 AL049650 


Hs.247874 


multiple UniGene matches 


4.3 


302533 L36149 


Hs.248116 


chemoklne (C motif) XC receptor 1 


4.9 


302638 AA46379B 


Hs.1 02696 


ESTs; Weakly similar to C1 1 D2.4 [C.eleg 


5.3 


302656 AW293005 


Hs.70704 


ESTs 


8.4 


302792 AA34369B 


Hs.46821 


ESTs; Weakly similar to putative [H.sapie 


4.5 


302820 X045B8 


Hs.85B44 


EST cluster (not in UniGene) with exon h 


5.8 


302838 U66049 


Hs,82171 


EST cluster (not in UniGene) with exon h 


8.4 

22.8 


302892 N58545 


Hs.42346 


histone deacatylase 3 


302377 AW263124 Hs.315111 


EST cluster [not In UniGene) with exon h 


6.8 


3029B9 N46406 


Hs.84700 


EST cluster (not In UniGene) with exon h 


5.9 


303007 AA47B87B 


Hs.317714 


pallid (mouse) homolog; pallidin 


10.1 


303052 AF140242 


Hs.279926 


EST cluster (not in UniGene) with exon h 


24,4 


303131 AW0810B1 Hs.103180 


actln-like 6 


6.3 


303132 AI929819 


Hs.4055 


ESTs 


17,7 


303153 U09759 


Hs.246857 


mitogen-activatod protein kinase 9 


11.4 


303387 M908797 


Hs.1 80799 


ESTs 


15,8 


303499 A1815990 


Hs.293515 


ESTs 


7.2 


303502 AA48852B 




EST duster (not In UniGene) with exon h 


5.3 


303576 T07216 


Hs.301226 


EST c'uster (not in U niGene) with exon h 


16.2 


303620 AA397546 


Hs.119151 


ESTs 


8,9 


303634 AI953377 


Hs.28444 


ESTs; Weakly similar to predicted using G 


12 


303642 AW299459 Hs.111977 


EST cluster (not in UniGene) with exon h 


4.2 


303654 AA436942 


Hs.288529 


ESTs 


8.4 


303733 AW502498 Hs.15220 


ESTs; Weakly simitar to line finger prate 


5.2 


303780 AI424014 


Hs.18995 


ESTs; Moderately similar to KIAA0456 p 


23.4 


303792 C75094 


Hs.1 99839 


ESTs Hi- lysimilai G22IH dpui 


4.4 


303842 AI337304 


Hs.1 26266 


ESTs; Weakty similar to similar to PDZ d 


3.1 


303951 AW475081 Hs.172926 


collagen; type I; alpha 1 


7.5 


304465 AA421948 




EST singleton [not in UniGene) with exon 


5.5 


304507 AA456426 




EST 


5.4 


3D4591 AA505702 




EST singteton (not in UniGene) with exon 


9.8 


304601 AA507875 




EST singleton (not in UniGene) with exon 


7.5 


304659 AA533185 




EST singleton {not in UniGene) with exon 


7 


305040 AA630582 


Hs.169476 




12,4 


305134 AA653159 Hs, 179661 


EST singleton (not in UniGene) with exon 


B.7 


305415 AA725116 


Hs.78465 


EST singleton (not In UniGene) with exon 


5.3 


305453 AA738110 




EST singteton (not in U niGene) with exon 


4.1 


30589B AA872838 




keratin 8 


77 


305913 AA876109 




EST singleton (not in UniGene) with exon 


6.3 


305950 AA884479 




EST singleton (not In U niGene) with exon 


5.6 


306004 AA8B9992 


Hs.2186 


EST singleton (not in UniGene) with exon 


13.2 


30B009 AA894560 


Hs.283370 


EST singleton (not in UniGene) with exon 


, 4.4 


306060 AA906161 


Hs.76277 


EST singleton (not In UniGene) with exon 


4.6 


30B39B AA970548 


Hs.297681 


EST singleton (not in UniGene) with exon 


7.6 


306505 AA9B7722 


Hs.172926 


EST singleton (not In UniGene) with exon 


19.7 


306576 AA995761 


Hs.276092 


EST singleton (not In UniGene) with exon 


5.5 


307117 AI184111 


Hs.76067 


heat shock 27kD protein 1 


7.7 


307138 A1185516 


Hs.172928 


collagen; type I; alpha 1 


8.8 


307187 Al 190870 


Hs.276417 


EST singleton (not in UniGene) with exon 


4.1 


307542 AI280859 


Hs.62954 


EST singleton (not in UniGene) with exon 


6 


307554 AI281603 


Hs.172928 


EST singleton (not In UniGBne) with exon 


10.8 


307606 A1351739 


Hs.276726 


EST singleton (not in UniGene) with exon 


4.7 


30W79 AI472733 


Hs.270208 


ESTs 


4.2 


308307 AI581398 


Hs.172928 


collagen; type I; alpha 1 


5.4 


308511 AI687580 


Hs.169476 


EST singleton (not In UniGene) with exon 


10.1 


308615 A173B593 


Hs.1 01 774 


EST singleton (not In UniGene) with exon 


15.1 


308677 AI761173 




EST singleton (not In UniGBne) with exon 


4.6 
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308852 AI829848 Hs.182937 


psptidyipfolyl isomsrsse A (cyciopniiin a 


5.9 


308974 AI87229Q Ks.300697 


Immunoglobulin gamma 3 (Gm marker) 




308981 A1873242 


EST singleton (not fn UniGEne} with exon 


7 6 


308995 AI880172 


EST singleton (not in UniGene) with exon 


66 


309177 AI951118 




24.3 


309186 AI952723 Hs.90207 


EST singleton [not in UniGene) with exon 


6.1 


309198 AI955915 


major histocompatibility complex; class 1; 




309226 AI969897 


EST singleton (not in UniGene) with exon 


82 


309279 A1990102 


EST singleton (not In UniGene) with exon 


7 9 


3095S3 AW17D035 




645 


309624 AW191929 Hs.2529B9 






309529 AW192764 Hs.172928 


collagen; type I; alpha 1 


6,9 


309S41 AW194230 Hs.253100 




11.4 


30B698 AW238461 Hs.73742 


nbosomal protein; large; pcj 

Homo sapiens clone 24703 befa-tubulin m 


4.3 


309700 AW241170 Hs.179661 


11.9 


310073 AI335004 Hs,148556 




4.2 


310094 AW450967 Hs.235240 




5,7 


310373 AW080778 Hs.1 45582 


IIt 


4.8 


31043B AWQ22192 Hs.200197 




39.1 


310470 AI281848 Hs.1 94691 




4.9 


3105B3 AW205632 Hs.211198 






310B77 T47784 Hs.138955 


SOT 


4.1 


311067 AI587332 Hs.209115 


PCT 


11.2 


311168 AI821294 Hs.118599 


C«TT 


24.1 


311199 T57896 Hs.191095 


EST cluster {not in UniGene) 




311465 AI758660 Hs.208132 


ESTs 




3115B7 AIB26254 Hs.271019 




5.4 


311774 AA700870 Hs.14304 


ESTs 


6,2 


311785 AI056769 Hs.133512 


ESTs 


59 


311923 T60843 . Hs.189679 




311935 AA216387 


EST cluster (not in UniGene) 


"'s 


311972 N51511 Hs.188449 






312014 AI435550 Hs.128778 




43 


312047 AA588275 Hs.180669 






312147 T89B55 Hs,195648 


EST cluster (not in UniGene) 


9a 


312153 AA759250 Hs.1 53028 


cytochrome b-561 


271 


31216B T92251 Hs.19B882 






312172 A1222168 Hs.191168 


ESTs 


61 


312226 A1796815 Hs. 199993 


ESTs' Weakly similar to ubiquitous TPR 


5,5 


312292 AW451893 Hs.151124 




18,4 


312312 A1080505 Hs.134529 




11.9 


312369 AA5S2039 Hs.1 73884 


Homo sapiens mRNA; chromosome 1 spe 




312407 R46180 Hs. 153485 




13.6 


312430 AW139117 Hs.117494 


~j* 


4.1 


312470 AW451347 hs. 175862 




4.6 


312483 AI417526 Hs.7753 






312521 AA033609 Hs,319093 




12! 5 


312544 AI498371 Hs.183526 


~I S 


14,6 


31263B AW439195 Hs.256880 




5.3 


312754 R99834 Hs.250383 


E °I S , 




312772 H63791 


EST cluster (not in UniGene) 


43 


312821 AA699325 Hs.2B9880 


p% S 


8.3 


312837 AW292236 Hs.255058 




71 


312849 AA846353 Hs.1940G4 


ESTs 


5.9 


312854 AA828713 Hs.321058 


EST cluster (not fn UniGene) 


4.1 


312992 AA088446 Hs.170298 


ESTs 


7.3 


313096 AS422367 Hs.163533 


ESTs 


6.1 


313112 AA732534 Hs.269099 


ESTs 


4.2 


313126 AA7208B7 Hs.283313 


EST cluster (not In UniGene) ' 


18.1 


313136 N59284 Hs.288010 


ESTs 


17 


313197 A1738851 HS.222487 


ESTs 


12.9 


313219 N74924 Hs.182099 


ESTs 


7.1 


313258 AW068358 Hs.1 8391 B 


ESTs 


13,7 


313328 AW449211 Hs.105445 


ESTs 


27.9 


313352 AW292127 Hs.144758 


ESTs 


9,8 


313417 AA741151 Hs.137323 


ESTs 


8.2 
6.S 


313455 AW061702 Hs.98571 


ESTs 
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3135S0 AA804410 Hs.291677 EST cluster (not in UnlGene) 5.3 

313663 AI953261 Hs.169813 ESTs 7.6 

313667 U59201 Hs.13684 ESTs; Weakly similar to choline kinase is 125 

313749 AW450376 Hs.1 19004 ESTs 5.5 

5 313832 AW271Q22 Hs.133294 ESTs 4.3 

313881 AA535580 Hs.16331 ESTs 7.7 

313915 AIS69390 Hs.163443 ESTs 27.1 

313955 AI858884 Hs.270647 ESTs 5.7 

313974 AI310151 Hs.173524 ESTs 4.3 

10 314097 AA648744 Hs.269493 ESTs 14.5 

314129 AA228366 Hs.115122 ESTs 0.5 

314359 M205569 Hs. 194193 ESTs 5.4 

314384 AA535840 Hs.162203 ESTs; Weakly similar to alternatively spll 5.3 

314394 A1380563 Hs.130816 ESTs 13.2 

15 314462 AA347951 Hs.326413 ESTs S2 

314465 AA602917 Hs.156974 ESTs 18.1 

314470 A1934422 Hs.30661 ESTs ■' 4.2 

314488 AA358265 Hs.182B90 ESTs 6.1 

314506 AA833655 Hs.206868 ESTs 27.8 

20 314510 AI204418 Hs.1900BO ESTs 9.5 

314558 AI873274 Hs.190721 ESTs 225 

314661 AA436432 Hs.324239 EST cluster (not In UnlGene) 13.3 

314691 AW207206 Hs.136319 ESTs 21.4 

314754 AW0257G1 Hs.13«74 ESTs 4.4 

25 314775 AI14S880 Hs.188B09 ESTs 4.4 

314943 AI476797 Hs.184572 cell division cycle 2; G1 to S and G2 to M 18.4 

314961 AW008061 Hs.231994 ESTs 10.2 

314963 AI689617 Hs,200934 ESTs 5.3 

315006 AI53B613 Hs.298241 ESTs 20.7 

30 315010 AA5310B2 Hs.240049 ESTs 5 

315019 M532807 Hs.1 05622 ESTs 6.1 

315033 AI493046 Hs.146133 ESTs 12 

315036 AA534953 Hs.163297 ESTs 8,3 

315037 . AW205863 Hs.1 33988 ESTs; Weakly similar to gene MAC25 pr 6.1 
35 315051 AW292425 Hs.163484 EST 12.7 

315054 AI96859B Hs78768 ESTs 7.6 

315073 AW452948 Hs.257631 ESTs 13.9 

3150BO AA744550 Hs.136345 ESTs 4.4 

315083 AI221325 Hs.205442 ESTs 5.1 

40 3150BB AA557351 Hs.152448 ESTs; Moderately similar to MULTiFUN 4.7 

315175 AI025842 Hs.152530 ESTs 11.9 

315195 AA972756 Hs.44898 ESTs 28.8 

315295 AA8769D5 Hs.1 25286 ESTs 16.1 

315303 AW194364 Hs.128022 ESTs; Weakly similar to F1G-1 PROTEIN " 25.7 

45 315352 AA604799 Hs.136528 ESTs; Moderately similar to !!!l ALU SU 1Z3 

315364 AA643602 Hs.1 55485 ESTs; Highly similar to serine protease [H 4.6 

315368 AW291563 Hs.104696 ESTs 4.B 

315390 AI801565 Hs.20D113 ESTs; Weakly slmilarto alternatively spli 4.4 

315408 AW273261 Hs,216292 ESTs 5 

5 0 315458 AA8720D0 Hs.1 16104 ESTs 7.6 

315472 AA82B850 Hs.1 65469 ESTs 4.9 

315478 AA665512 Hs.120874 ESTs 5.2 

31 5498 AA62B539 Hs.1 16252 ESTs; Moderately similar to 111! ALU SU 4.8 

315527 AI791138 Hs.11G768 ESTs 4.4 ■ 

5 5 315530 AI200852 Hs.127760 ESTs . 22.4 

315562 AA737415 Hs.152826 ESTs 5.9 

315634 AA837085 Hs.220585 ESTs 6.8 

315647 AA648983 Hs.2 12911 ESTs 15 

315652 A1521489 Hs.3053 ESTs 6.3 

60 315676 AW002565 Hs.124660 ESTs 9.2 

315680 AA8 14309 Hs.1 23583 ESTs 8.1 

315735 AI831760 Hs.1 551 11 ESTs 13.4 

315741 AA812168 Hs.1 22559 ESTs 5.4 

315769 AA744875 Hs.1 89413 ESTs 4.4 

65 315978 AA830893 Hs.1 19769 ESTs 10.4 

315984 AI015862 Hs.131793 ESTs 5 

316042 AW297979 Hs.170B98 ESTs 14.7 
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316136 AA830808 Hs,124366 ESTs 4 

316177 AI9D8272 Hs.293102 EST clyster (not in UniGene) 32.6 

316313 AA741300 Hs.2Q2599 ESTs 4.8 

316405 AA757S00 Hs.270823 ESTs 4.8 

5 316480 AI749921 Hs.205377 ESTs 12.9 

316564 AI743571 Hs,168799 ESTs; Weakly similar tD HI] ALU SUBFA 8.1 

316714 M809792 Hs.123307 ESTs 5 

316715 AI44025S Hs.170673 ESTs 12 
316828 M828116 Hs.173076 ESTs 5.2 

10 316869 AI954880 Hs.134604 ESTs 13.3 

316905 AW1 38241 Hs.210846 ESTs 6.2 

316943 AW014875 Hs.137007 ESTs 5.3 

316949 AA856749 Hs.124620 ESTs 7.2 

317008 AW051597 Hs,143707 ESTs 4.1 

15 317028 AA962623 Hs.189144 ESTs; Weakly similar to RENAL SODIU 4.2 

317067 AIB05392 Hs.325335 ESTs 4.5 

317069 A1732B92 Hs.190489 ESTs 6.4 

317210 M490718 EST cluster (not in UniGene) 4.4 

317298 A1922374 Hs.158549 ESTs 5.9 

20 317658 AW139077 Hs.202217 ESTs 4.6 

317674 AW294909 Hs.132208 ESTs 5.2 

317685 AI798630 Hs.149997 ESTs 4.3 

317836 AA983913 Hs.128929 ESTs 12.4 

317881 A/827248 Hs.224398 ESTs 12.1 

25 317902 AI828602 Hs.211265 ESTs B.8 

317916 AI565071 Hs.159983 ESTs 12.6 

318042 AW294522 Hs, 149991 ESTs 5.6 

318053 A1074465 Hs.133469 ESTs 4 

318064 AW296888 Hs.170939 ESTs 5.2 

3 0 318070 AI024594 Hs.248942 ESTs 4.7 

318073 AW167087 Hs. 131 562 ESTs 15.7 

318146 AI040125 Hs.150521 ESTs 5.9 

318186 AW016773 Hs.3709 ESTs 53 

318481 AI2915B4 Hs.145921 ESTs; Weakly similar So HYPOTHETICA 7.6 

3 5 318566 AI335361 Hs.226376 ESTs 5,8 

318617 AW247252 Hs.75514 nucleoside phosphorylase 11.1 

318662 AI28589B Hs.294014 ESTs 16.3 

316691 AW192139 Hs.181307 H3 histone; family 3A 4 

318740 NM_0D2543Hs.77729 EST duster (not in UniGene) 21.3 

40 318744 AI793124 Hs.144479 ESTs 35 

318948 AA317274 Hs.13996 ESTs 11.7 

319163 F15257 Hs.27 glycine dehydrogenase (decarboxylaling; 7 

319478 R06841 Hs.270307 EST cluster (not In UniGene) 8.9 

319545 R83716 Hs.14355 ESTs 8.2 

45 319668 NM_002731Hs.87773 EST cluster (not In UniGene) 25.4 

319763 AA460775 Hs.6295 ESTs 7 

319913 AA179304 Hs.271586 ESTs; Moderately similar to I! II ALU SU 3.7 

319936 W22152 Hs.282929 EST cluster (not In UniGene) 5.6 

319951 AA307665 Hs.14559 ESTs 4.9 

5 0 319962 H06350 Hs.135056 ESTs 9.2 

319977 AA632632 EST cluster (not in UniGene) 4.6 

320074 AA321166 Hs,278233 EST cluster (not in UniGene) 16.7 

320092 AF022799 Hs.1 13292 calpain 9 (nCL4) 5.4 

320107 AA836461 Hs,291712 EST cluster (not in UniGene) 5.3 

5 5 320133 D63271 EST cluster (not in UniGene) 5.5 

320167 AA984373 Hs.9079O EST cluster (not In UniGene) 15 

320187 T99949 Hs.303428 EST cluster (not In UniGene) 6.7 

320211 AL039402 Hs.125783 DEME-6 protein 24.3 

320401 U90449 Hs.152717 nucleoside diphosphate kinase type 6 (inb 10 

60 320458 AIB84396 Hs.24131 ESTs 5.4 

320488 R31386 Hs.191791 EST cluster (not In UniGene) 4.9 

320521 M31464 Hs.24743 ESTs 9.5 

320661 AA864846 Hs.1 15175 EST cluster (not in UniGene) 6.6 

320691 R61576 Hs.313951 hypothetical protein 5.9 

65 320699 R63161 Hs,118249 EST cluster (not in UniGene) 4 

320727 U96044 Hs.181125 EST cluster (not In UniGene) 15.3 

320993 AL050145 Hs.225986 Homo sapiens mRNA; cDNA OKFZp5B6 7.2 
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321012 AA737314 Hs.194324 


EST cluster (nol In UniGene) 




321050 AW393497 


EST duster (not In UniGene) 


5 


321051 AF134149 Hs.240395 


EST cluster (nol in UniGene) 




321171 AI769410 Hs.221461 


ESTs 


7 7 


321192 AA295304 Hs.297939 


ESTs; Weakly similar to neogenin (H.sap 


5,5 


321354 AA078493 


EST cluster {not in UniGene) 


16,9 


321387 H68014 Hs.141278 


ESTs; Weakly similar to llll ALU SUBFA 




321412 AW36S305 Hs.22691 


EST cluster (nol In UniGene) 


6,3 


321489 AW392474 Hs.172759 


ESTs; Moderately similar to !!!! ALU SLf 




321539 N9B619 Hs.42915 


ARP2 (aciin-related protein 2; yeast) iiom 


321593 H84762 Hs.253197 


ESTs 


in a 


321666 O26390 Hs.272897 


EST cluster (not In UniGene) 


10 


321891 AW1 57424 Hs.1 65954 


ESTs 


5,6 


321910 H67065 Hs.271530 


ESTs; Weakly similar to 1!!! ALU SUBFA 


ft 4 


321953 AW068263 Hs.292833 


ESTs; Weakly similar to !!!l ALU CLASS 




321978 N77342 Hs.21851 


EST duster (not in UniGene) 


in? 


322017 AA310039 Hs.9192 


ESTs 


9,8 


322026 M233527 Hs,283675 


low density lipoprotein receptor (familial 


2 n'jr 


322035 AL137517 Hs.306201 


EST cluster(not in UniGene) 


40,2 


322171 AF085963 Hs.48474 


EST cluster (not in UniGene) 


5 ? 


322175 AF085975 


EST duster (not In UniGene) 




322236 AL134970 Hs.104222 


follistatin-llke 1 


14,4 


322303 W07459 Hs.1 57601 


EST cluster (not in UniGene) 




322735 AA086123 Hs.297656 


EST cluster (not in UniGene) 




322777 M679082 Hs.269947 


ESTs 




322818 AW043782 Hs.293616 


ESTs 




322882 AW24B508 Hs.27S727 


DiGeorge syndroms critical region gene 2 


i ? 


322975 C 16391 


EST cluster (not in UniGene) 




322991 C18965 Hs.159473 


ESTs 


11.7 


323011 AA580288 


EST duster (not In UniGene) 


8,9 


323091 AW014094 Hs,210761 


ESTs 


10,8 


323107 A1301107 Hs.150790 


ESTs 


6,5 


323136 AL120351 Hs.30177 


EST cluster (not in UniGene) 




323168 AL120862 Hs.124165 


ESTs 


17.9 


323195 AI064982 Hs.117950 


multifunctional polypeptide similar to SA 


5.8 


323201 AL049370 Hs.13350 


Homo sapiens mRNA; cDNA DKFZp586 




323203 AA203135 Hs.130186 


ESTs 


6,4 


323243 W44372 Hs.1 10771 


EST cluster (not In UniGene) 


7.3 


323244 T70731 Hs.193620 


EST cluster (not In UniGene) 


15,8 


323328 AA22B078 Hs.255096 


EST cluster (not in UniGene) 


\nr> 


323332 A1829520 Hs.227513 


ESTs 




323333 AA228883 Hs.208558 


EST cluster (not in UniGene) 


8.8 


323570 AL038623 HS.20B752 


ESTs; Weakly simitar to III! ALU SUBFA 


5 


323604 AI751438 Hs.41271 


ESTs; Weakty similar to 111! ALU SUBFA 


5,5 


323685 AA344205 Hs,2B9088 


EST cluster (not in UniGene) 




323753 AA327102 Hs.70266 


EST cluster (not in UniGene) 




323817 AA410943 


EST cluster (not in UniGene) 


16.8 


323645 AI684674 Hs.41127 


ESTs; Weakly similar to waclaw [D.metan 


10.1 


323930 AA570698 Hs.8173 


ESTs 


6.4 


323997 AA844907 Hs.274454 


EST cluster (not in UniGene) 


8 


324047 M378201 Hs,271340 


EST cluster (not in UniGene) 


6.3 


324261 AL044891 Hs,269350 


EST cluster (not in UniGene) 




324302 AA543006 Hs.292471 


ESTs; Weakly similar to llll ALU SUBFA 


5,7 


324338 AL138357 Hs.145078 


ESTs 


9.5 


d/MiW MWDUZUUU nS-4DD/l 


EST cluster (not In UniGene) 




324432 AA464510 Hs,152812 


EST cluster (no! In UniGene) 


16.7 


324495 AW501411 Hs,122489 


ESTs; Weakly similar to I'll ALU CLASS 


5,5 


324497 AW152624 Hs.136340 


ESTs 


5.4 


324598 AA5D2659 Hs.163985 


ESTs 


8.8 


324603 AW016378 Hs.292934 


ESTs 


23.1 


324620 AA448021 Hs.94109 


EST cluster (not in UniGene) 


21.2 


324727 AI610425 Hs.19597 


ESTs 


5 


324774 AI031771 Hs.132586 


ESTs 


5 


324783 M640770 Hs,2009S4 


EST cluster (not in UniGene) 


4.1 


324824 A1826999 Hs.224624 


ESTs 


5,3 


324B26 AA7O4806 Hs.143842 


ESTs 


11.7 


324902 D31323 Hs,271492 


ESTs 


4.6 
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3249S1 AAG 13792 




EST cluster (nol in UniGene) 




324087 T06882 


Hs.1 72634 


ESTs 


19.6 


324988 T06997 


Hs.121028 


EST cluster (not In UnlGene) 
ESTs 


24.5 


325146 AS0S4690 


Hs.171176 




325622 




CHJ4„hsgi|58570Q0 


5.2 


326213 




CH.17_hsgi[5857224 




326474 




CH,19_hsgi|58S7405 


12.7 


326816 




CH,20_hsgi|6552458 


9.4 


326817 




CH.2D hsgi[3552458 


11.7 


327110 




CH.21_hsgi|5117842 


14.7 


327196 




CH.01_.iis gl]5867446 


5,1 


327263 




CH.01_hs gi]5867478 




327313 




CH.01_hsgi]5867591 


4,8 


327450 




CH.D2_hs gi|5867763 


4.1 


328059 




CH.06_hsgl|6117819 


6.2 


328304 




CH.07Jisgl[6004478 


5.4 


328492 




CH.07_hs glj5866455 




328857 




CH.07_hs gi|6361927 


5.2 


329367 




CH,X_hsgi|5868842 


7,6 


329373 




CH.X_hsgi]6682537 


12 


329655 
32989S 




CH.14_p2 gi;6448516 


4 
4 


329960 




CH.15_p2gijS563505 
CH.16„p2gi|5091594 


7,6 


330084 




CH.19_p2gi|6015302 


4 


3303B4 M23263 




androgen receptor (dihydrotostosterone re 


5.8 


3303B5 AA449749 




ESTs; Highly similar to secreted apoptosi 


10.2 


330387 H 14624 




ESTs; Highly similar to secreted apoptosi 


4.4 


330338 X03363 




HER2 receptor tyrosine kinase (c-erbB-2; 


17,7 


330409. D50692 


Hs.78221 


c-myc binding protein 


10,1 


330460 TIGR:HT544 


Hs.73946 


Endc 


330486 M13755 


Hs.833 


inierferon-stfrnulated protein; 15 kDa 


67 


330494 M29696 


Hs.237866 


interleuWn 7 receptor 


6 


330500 M34423 


Hs.79222 


galactosldase; beta 1 


13.1 


330510 M75099 


Hs.227729 


FK5G6-binding protein 2 (13kD) 


29 


330513 M81057 


Hs.1 80884 


carboxypeptidase B1 (tissue) 


33.5 


330541 U22970 


Hs.265827 


multiple UniGene matches 


7.4 


330542 U23942 


Hs.226213 


cytochrome P45D; 51 (lanosterol 14-alpha 


15 


330547 U32989 


Hs.183671 


tryptophan 2;3-dioxygenase 


11 


330551 U39840 


Hs.299667 


hepatocyte nuclear factor 3; alpha 


6.5 


330562 U490B2 


Hs.76460 


transporter protein 


7.7 


330573 -1162800 


Hs.63393 


cystatin E/M 


4 


330673 D57823 


Hs.321403 


Sec23 (S. cerevisiae) homolog A 


10.5 


330711 AA164887 


Hs.177576 


mannosyl (alpha-1;3-)-glycoprotein beta-1 


24,3 


330814 AA01573Q 


Hs.265398 


ESTs; Weakly similar to iransformation-r 


44.' 


330B50 AA075298 


H5.322710 


ESTs 


4,4 


330874 AA1 27474 


Hs.191157 


ESTs; Weakly similar to III! ALU SUBFA 


S.1 


33D884 M1 33457 


Hs.102548 


ESTs 


5,2 


330912 AA1 95936 


Hs.82719 


general transcription factor IIA; 1 (37kD a 


5 


330924 AA232136 


Hs, 159737 


Homo sapiens mRNA; cDNA DKFZp434 


9,1 


330997 H55762 


Hs.9302 


ESTs 


7,6 


331014 H98597 


Hs.30340 


ESTs 


13.5 


331024 N32919 


Hs.27931 


ESTs 


9.1 


331046 N66563 


HS.19135G 


ESTs 


10,5 


331135 R61398 


Hs.4197 


ESTs 


7,4 


331145 R72427 


Hs.1 29873 


ESTs' Weakfy similar to CYTOCHROME 




331148 R73816 


Hs.1 7385 


ESTs' 


4,7 


331222 T98531 


Hs.1 73904 


ESTs 


4.1 


331230 W69807 


Hs.16537 


hypothetical protein; similar to (U06944) 


4.9 


331306 M252079 


Hs.63931 


dachshund (Drosophila) homolog 


15.1 


331327 M281076 


Hs.1 09221 


ESTs 


4.8 


331337 AA287662 


Hs.50495 


ESTs 


7.6 


331341 AA303125 


Hs.23240 


ESTs; Wealdy stater to III! ALU SUBFA 


13 


331344 AA357927 


Hs,1 26550 


ESTs 


12.4 


331362 M417956 


Hs.40782 


ESTs 


S.5 


331363 AA421562 


Hs.91011 


anterior gradient 2 (Xenepus laevis) homo 


28.2 


331376 AA443802 


Hs.41007 


ESTs; Weakly similar to cDNA EST yk47 


15.1 


331 3B4 AA456001 


Hs.93847 


ESTs 


7.9 
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331478 N26608 Hs,40639 


ESTs 




331526 N49967 Hs.46624 


ESTs 


19,8 


331533 N51517 Hs.47282 


ESTs 


6.5 


331681 W6571Z Hs.1 19571 


collagen; type (It; alpha 1 (Ehlers-Danlos 


13.8 


3316B6 W8B502 Hs.182258 


ESTs 


S.9 


331750 AA284372 Hs.111471 


ESTs 




331751 AA284840 Hs.143B18 


ESTs 


5.8 


331760 AA292721 Hs, 154434 


ESTs; Weakly similar lo unknown [H.sap 


7,4 


331763 AA312861 Hs.96704 


ESTs 


7.8 


331825 AA411144 Hs.292682 


ESTs 




331890 AA432166 Hs.3577 


succinate dehydrogenase complex; subuni 


24.3 


331952 AA454756 Hs.97B37 


ESTs 




332015 AA487910 Hs.208800 


ESTs; Weakly similar to il!l ALU CLASS 


10.5 


332043 AA490831 Hs.125056 


ESTs 


11.4 


332060 AA504779 Hs.1 91402 


ESTs 


13.6 


332071 AA598594 Hs,205293 


ESTs 




332093 AA608794 Hs.1 12592 


ESTs 


8.8 


332139 AA620669 Hs.1 12879 


EST 


9 


33221S N22508 Hs.139315 


ESTs 


7.1 


332225 N33213 Hs.100425 


ESTs 


12.2 


33224B N57927 Hs.1 20777 


ESTs; Weakly similar to RNA POLYME 
ESTs 




332247 N58172 Hs.109370 


16.9 


3322B0 N70088 Hs,13B467 


ESTs 


4 


332269 M91279 Hs.109654 


ESTs; Moderately similar to outer membr 




332336 T96130 Hs.137551 


ESTs 


7.7 


332340 W15495 Hs.129781 


chromosome 21 open reading frame 5 


14.1 


332347 W60326 Hs.238684 


ESTs 




332362 W93640 Hs,4779 


ESTs; Moderately similar to similar to AD 


16.9 


332467 AA4B9630 Hs.1 19004 


KIAA0665 gene product 


4.8 


332499 M12036 Hs.323910 


Human tyrosine kinase-type receptor (HE 


10.4 


332513 AA018162 Hs.154424 


deiodinase; iodothyronine; type II 


5.8 


332526 M281753 Hs77515 


Inositol 1;4;5-Sriphosphate receptor; type 


19 


332532 N63192 Hs.1 892 


EST; Highly similar to PHENYLETHAN 


15,3 


332565 M234896 Hs.25272 


E1A binding protein p300 




332607 R41791 Hs.36566 


LIM domain kinase 1 


I 


332640 AA417152 Hs.5101 


protein regulator of cytokinesis 1 




332694 AA262768 Hs.243901 


KIAA1067 protein 


15.2 


332702 H9396B Hs.75725 


transgelin 2 




332705 T59161 Hs.762S3 


thymosin; beta 10 




332749 M479968 Hs.88251 
332927 


arylsulfataseA 
CH22_FGEN£S.3B_1 


9.8 
17,7 


332929 


CH22J : GENES.38J 


4.7 


332930 


CH22_FGENES,36_4 


7.4 


332955 


CH22_FGENES.48J2 


5.4 


332958 


CH22_FGEr4=S,48J5 


17.8 


332961 


CH22_FGEN£S.48J8 


10,6 


332983 


CH22_FGENES.54_5 


4,3 


333009 


CH22„FGENES.S1_1 


5.2 


333010 


CH22_FGENES.61_2 


8,1 


333013 


CH22.jaENES.61_5 


8.5 


333108 


CH22_FGENES.79J4 


5.6 


333139 


CH22_FGENES.B3_16 


6.3 


333254 


CH22_FGENES.118_2 


6.8 




CH22 FGENES.137.2 


11.4 


333343 


CH22_FGENES 139 12 




333388 


CH22^FGENEs!l44J 


12.7 


333456 


CH22_FGENES.157_5 


4.2 


333459 


CH22_FGENES.157_8 


7.6 


333517 


CH22 FGENES.173_2 


8.2 


3335B5 


CH22_FGENES:203_4 


5 


333679 


CH22..FGENES.247..6 


4,3 


333743 


CH22_FGENES.264_1 


13.4 


33375B 


CH22_FGENES.263J 


4 


333767 


CH22_FGENES.271_6 


5.6 


333768 


. CH22_FGENES.271 J 


12.2 


333769 


CH22_FGENES.271„8 


48,3 


333795 


CH22_FGENES.275J 


6.1 
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333796 
333692 


CH22_FGEts ! ES,275_3 


6.8 
4.4 




333904 


CH22_FGEWES.232_14 
CH22_FGENES.294_2 


6.5 




333905 


CH22_FGENES,294_3 


9,3 


5 


333921 


CH22_FGENE&298_12 


9,6 




3339S8 


CH22 FGENHS.3Q7 4 


15.9 




334102 


CH22_FGENES.327„60 


7,1 




334222 


CH22_FGENES.360_3 


6.7 


10. 


334223 


CH22 FGEKES.36Q 4 


33.5 


334264 


CH22.FGENES.367J5 


16.5 




334343 


CM22_FGENES.375_25 


6.1 




334360 


CH22_FGENES.378_5 


6.1 




334734 


CH22_FGENES,432„9 


4,6 


15 


334789 


CH22_FGENES.432_14 


5.1 


334794 


CH22_FGENES.434_2 


7 




334839 


CH22_FGENES.452_3 


12.4 




335D04 


CH22_FGENES.472_8 


7.9 




335115 


CH22_FGENES.496_2 


4.5 


20 


335287 
335342 


CH22_FGENES.526_11 
CH22_FGENES.536J 


5.3 




335491 
335495 


CH22_FGENES.570_23 


7 




33549B 


CH22_FGENES.57Q_28 
CH22_FGENES.571_7 


12.2 


25 


335544 


CH22_FGENES.576_5 


8.4 


335610 


CH22JFGENES.583_4 


12,9 




335553 


CH22_FGENES.590_4 


6.7 




335682 


CH22_FGENES.595_2 


12.1 




3356B7 


CH22_FGSNES.596_2 


13,9 


30 


335755 


CH22_FGENES.604_4 


11,5 


335782 


CH22_FGENES.609_4 


17,9 




335791 


CH22_FGENES.611_7 


27.3 




335809 


CH22_FGENES.617_6 


19.2 




335822 


CH22_FGENES.619_7 


19,1 


35 


335823 


CH22_FGENES.619_8 


4.5 


335824 


CH22_FGENES,619_11 


40.2 




335325 


CH22_FGENES.619_12 


34.3 




335B95 


CH22_FGENES.635_3 


10.2 




335917 


CH22_FGENES.636„1 3 




40 


335920 


CH22_FGENES.636J6 


8,8 


336035 


CH22_FGENES.678_6 


5.9 




336042 


CH22_FGENES.679_4 


5.8 




336093 


CH22_FGENES.691_2 


11.6 




336096 


CH22_FGENE5.691_5 


7,6 


45 


336150 


CH22_FGENES.70S_6 


6.3 


336152 


CH22_FGENES.705_9 






336416 


CH22_FGENES,823_38 


5 




336444 


CH22_FGENES.827_10 


4.8 




336449 


CH22_FGENES.829_6 


13.6 


50 


336471 


• CH22_FGEK.S.829_30 


6.9 


336512 


CH22_FGEN-S.634_7 


21.4 




336556 


CH22_FGENES.B42_3 


8.2 




336550 


CH22_FGENES.842J 


9 




336S76 


CH.22_FGENES.43-4 


9,4 


55 




CH22 FGENES.367-13 




337988 


CH22_EM:ACOD5500.GENSCAN.1Q3-2 


13.4 




33800B 


CH22_EMACOD5500.GENSCAN.127-9 


155 




336057 


CH22_EM:AC0D5500.GENSCAN.16O-1 


13.9 




338410 


CH22_EM:ACC05500.GENSCAN.341-6 


8 


60 


338451 


CH22 EM:ACC05500,GENSGAN.359-3 


11.6 


338538 


CH22„EM:ACO05500,GENSCAN.432-1 


10.3 




33B665 


CH22_EM:ACQ05500.GENSCAN.464-2 


4.8 




33B6B9 


CH22_EM:AC005500,GENSCAN.475-3 


6.7 




338632 


GH22_DJ24607.GENSCAN.6-9 


4.8 


65 


338930 


CH22_DA59H18.GENSCAW.2-4 


5,1 


339352 


CH22_BA354l12.6ENSCAN.29-7 


6.9 




339373 


CH22 BA232E17.GENSCAN.1-29 


4.3 
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TABLE 13A 



Table 13 A shows the accession numbers for those pkeys lacking unigenelD's for Table 13. 
For each probeset, we have listed the gene cluster number from which the oligonucleotides 
were designed. Gene clusters were compiled using sequences derived from Genbank ESTs 
and mRNAs. These sequences were clustered based on sequence similarity using Clustering 
and Alignment Tools (DoubleTwist, Oakland California). The Genbank accession numbers 
for sequences comprising each cluster are listed in the "Accession" column. 



Pkey: Unique Eos probeset identifier number 

CAT number; Gene cluster number 
Accession: Genbank accession numbers 



Pkey CAT number 



103349 11052_-2 X89059 

110B56 19346J4 AA992360 N33063 N21418 H7995B R21911 H79957 
113248 328626J T63B57 AW971220 AA493469T63699 

123169 44573J AI950087 N70208 R97040 N36809 AI308119 AW967677 N35320 AI251473 H59397 AW971573 R97278 W01059 AW967671 
AA908598 AA251875 A1820501 AI820532 W87891 T85904 U71 456 TB2391 BE328571 T75102 R34725 AA884922 BE328517 
AI219788 AA884444 N92578 F13493 AA927794 AI560251 AWB74068 AL134043 AW235363 AA663345 AW0Q8282 AA488984 
AA283144 AIS9D387 A1950344 AI74134S AI6B9062 M282915 AW102898 A1872193 AI763273 AW173585 AW150329 AI653832 
A1762688 AA988777 AA48BB92 AI355394 AW103813 AI539642 AAS4278S AAB5S975 AW505512 A196153Q AW629970 
BE6128B1 AW276997AW513601 AW512843AAO44209AW85653BAA180QO9AA337499AW9S11O1M251669 M251874 
A!819225 AW205862 AI633335 A185B509 AW276905 AIS33006 AA972584 AA90B741 AW072629 AW513996 AA293273 
AA969759 N75B28 N22388 H84729 H60052 T924B7 AI022058 AA780419 AA551005 W80701 AW613456 AI373032 AI5B4269 
F00531 H83488 W37181 W78802 R66056 AI002839 R67840 AA300207 AW959581 T63226 FO4005 

123533 genbankJ*A608751 AA608751 

116480 genbank_C14088 C14088 

132225 genbank_AA1 28980 M1289B0 

125154 genbank_W38419 W38419 

118475 genbankJJ66B45 N66B45 

102919 251B0_2 M21 191 AL03574B AA021266 AA323126 M180515 AIS13029 D28356 NMJXX3034 M1156Q AW401425 AW248248 AAQ12956 
AA323294 W04965 H38759 AA208622 AA580747 AI541172 AA381075 M354229 AW402353 AW405575 AW404021 AW405207 
AA075752 AW1760B6 AA2B7222 M195818 T20243 R87945 AA295539 AA402533 M232419 AA224515 AW401583 AA331367 
AW402140 AW249079 R31488 AA075757 X05236 AW239490 AA338036 AW239495 AA357262 AA431005 AA306726 R33804 
AA216544 AW27528S AA227044 AL038124 M243300 C03242 AA315615 AL035840 R64336 AA313917 AA018963 AA001385 
AA054395 H30840 AW493825 AA08S141 AI557324 M121576 H39128 R77161 AA019688 AA3B0987 AA348140 AA348257 
AW176086 AA362432 AA171389 M362416 AA29993B AA319Q93 AA337972 C04921 AA345S9S R89640 MQ85425 AA4B1708 
AA3 1 3637 AL039229 H84490 H861 53 F00B56 AA32S668 AA347304 RS5890 H4 1 949 M339309 AW402002 AW404854 
AA1925B2 AA112802 H0924B N83165 H38367 AA356339 AA455763 RS6853 AA294935 H85911 AA310414 H93436 N87014 
AA00118B H83640 AA41132B AA317929 C04192 AW40S288 U46335 AA323179 AA427649 AI365131 H1432B AA197161 
AA379497 AA31 1816 AA017206 AA001137 AA017420 AA012990 AW163775 AA021397 AA295513 AA355248 AA374921 
AW380419 AA345864 AA318058 AA371711 M363255 AA057094 R83057 AA394045 AW362741 AA479579 AW362789 
AW362775 AA223624 AW362809 AW362746 AW362753 AW380412 AA057104 AA295271 X06352 AW362771 X12447 R59553 
R87925AA292864R8392OFO1120M496740AA852551 AL0392G9 AA093339AA333961 N86416C03325 C03831 AA194750 
AA359270 AA359460 AW245492 AA339400 M330784 A190B970 N89223 AW361 938 AI940063 AA134323 AA371741 F01267 
AW372970 AA341973 M346098 AW3729B9 M337549 AA327342 H93B55 AI074079 F291 18 AAB52940 F35696 AA3459S3 
AA079578 AA1 13785 C02989 AA095945 C03145 C051 99 AA346024 AA1 90506 AW361 659 AI909845 AW374374 AW374382 
AW374401 AW374373 AW374370 A1909B31 AW3743B7 AA353658 F01041 C02843 AA375948 AW374414 M213946 AI525039 
H13744 R31QQ7 M112044 AA134404 H47935 AW177018 AA429768 AA333873 AA112875 H46393 AA191267 D59131 
AW406037 AA055244 M341880M1 79024 AA308537 AW4069B5 AW327311 H30301 AA300705 H43788 AW364149 
AA806213 AA481936 C04941 AW375299 M21190 AA410818 AA25094O AI354547 AA317422 AA250903 AI8S5497 AA890603 
AA366197 AW498538 M78072 AW406461 C03092 F00308 H5648B AA336320 AW406501 AA354102 M382942 AA096393 
AW37683OAA383446FO1259AWO813B8T94036AA379643H43842A15240B3AA621727AA379O99AA371417R66811 
H44129 N84794 F01 135 AA477B52 AA293062 AW361 595 H27194 A1831650 H43253 H24797 AI564680 AA380090 W20057 
AI921586 AI192549 AWOE0308 H25967 AA918121 AI626060 H20221 AA812572 H42178 AA887222 H9B00Q C03180 F00946 
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C03986 A1318031 AS86Q172 AA582179 AI633366 AA557193 R68075 F241Q5 AW518239 W56622 AI625219 AI925243 
AW46S046 A1921S2B A.A339164 A)144391 AA643334 AA459831 AA873247 AW373432 AA6D4364 H27600 AISB0458AA159956 
AA610836 AA364298 AW373435 AA604225 W73754 AW087924 AA599776 NB9227 AI630871 AI63312B AW514329 M010455 
AA56392B AI571596 AI128394 W73707 AI423575 AA5B3809 M6579B8 AI950837 M169782 AA6QO009 A18S5540 M771884 
AI978829 M505408 AA533937 AA48 1 469 AA6 1 0869 AA775241 AW273870 AW0709D9 AI905695 AA48D1 1 5 AA574051 
AI889185 M773167 AA331375 AA001437 AA194324 AA1943C0 M558632 AI036538 AA411329 AA781570 AIB33176 
AA935520 AW074197 AA583063 AW073099 AW001198 M948025 AA587857 AA191540 AI4S0085 AA1 93244 AI538037 
AA515572 AA758587 AI149311 AA508610AA206409 AA534004 AA994600 AA827543 AI916349 AW245129 AW517804 D25663 
AA781985 AA28453S AI819422 H16040 H27531 AA456564 MB45555 A1423596 AA012908 AA3B9439 AA71631 1 AA968868 
AA320508 AA725731 AA834202 AA935997 M724815 M769353 AA594B03 F00827 AI342442 AI003519 AI002503 AI347597 
AI040945 AA197162 AA987883 AA292865 AW001944 AI64071 1 AW244044 AA456784 F305B8 AA290829 H24754 AI978683 
AA483686 AA583939 AA121382 AAB33831 M477102 AA977322 AA666379 F35456 M993537 AI749610 AA226934 AA718204 
AW513025 M628543 AA583705 F25702 AI368748 A1124097 AI6B0086 M477513 AI758834 AI69D753 AA477746 F37761 
AA642243 AA159957 AA250844 AA459406 M427566 F25054 AI569314 AA961665 AI922050 A1759000 AA555236 AA514432 
AA293474 AA001129 AA826789 AA641390 M134405 F355B5 AA477416 AW193359 A1361315 AA284988 F36340 AI361322 
F26969 AA991922 AAD21257 F26973 AI361314 F35B91 AI918509 AA250964 AA190992 AA577139 M8B5535 AA134324 
AW1 92842 A1224046 F18975 AA779626 AA856894 AW269997 AW014614 H95554 F31378 AA374868 F26343 AA654007 
AI830942 M1 1 31 95 F26432 W56652 M464690 AA055263 AA340654 AA031448 AA976399 AA972526 AA06347B R83921 
T16240 AA53329Q N91545 H44053 AA883451 AA513761 AA0B6477 H09249 F20452 F25737 AA054148 AA857053 AA017259 
AA1797B9 AA08890B H43704 AA194320 F35950 AI880127 F20441 F32878 AA952483 H39094 H564S9 H44621 F19390 
AI302232 F25162 AA826965 AA0B6O52 AA917410 AA454513 R59554 AA196755 AA086369 AA079530 H2B106 AA243301 
AI025737 AA101239 AA088887 AI214910 AA97488S F160B9 F26054 AA51S092 F33436 F32829 M78961 AA235645 F1971S 
F37529 AI81 1549 AA6651 60 AA70820O F01124 F32382 M346220 AA627351 F30741 F3001 0 F28543 AA21 171 5 F20245 
AA331222 F25634 F21996 W28215 F21911 R65793 AM925S6 H20130 H84491 AA719223 AA557435F169B7 F2ii989 F30353 
AA657159 M291918 F28234 F20840 F25176 F22437 T27904 AA460355 F19528 R87926 H14266 F27532 AW337864 F28411 
H13692 F25651 AA975454 F24229 F29657 F18024 AA464779 F17588 F34954 AA947328 F18063 M657777 AA459644 N91455 
F27850 F29608 F27206 F1841B F31459 F18564 F3349S F16376 F29740 F29843 F29904 F29866 F19135 AW276602 T40337 
F24835 F34672F26474 AI926215 AA4B4185 F18217 N26193 AL043256 T41197 F33055 F00386 F29500 F34191 F33297 
A1937207 F22724 F15909 F26232 F18889 M318627 F29085 AA872104 F17509 F23373 F15660 F17552 F17412 F16863 
F34033 F21515 F17364 F1 8383 F16546 F17561 F17260 M292000 F15723 T4743B F16798 F18046 F18319 F17978 F17566 
F34230 F33258 F20B60 F1799B AI695701 
118600 genbank_N69222 N69222 



120873 genbankJVtfSSOIS AA358015 
113702 genbank_J97307 T97307 

129982 221„267 Z14221 AW381862 M97920 AW401444 266542 M29470 AW406502 X61 011 M34024 M327072Z14166 Z14167 Z14165 

AW403806 Z142GQ AA3B3972 Z14205 Z14201 M18513 Z14202 AW403684 X14584 AF062221 U43760 X65892 X65883 X62107 
Z80B47 X65885 X65893 AF062142 X85891 X176/5 247274 247277 Z47276 X65888 Z47275 X62109 AF0S214O L01278 
AF0S2134 AF062139 XB1723 Z80840 X81733 X81743 X81744 XB1732 Z80643 AW402942 AW403516 XG5919 AFOS2190 
AF052177 AF062222 AF0621 15 Z47240 AF062263 AF062261 AF062223 AF05221 1 Z47238 AW401714 AW404008 AW404991 
AF0B2280 M99595 Z47214 Z47232 Z4721B M26995 AF0621 84 X65895 L38433 X81731 Z1 1946 Z47226 AF062205 AF17401 2 
L01276 AF062168 AF062136 X81755 X81748AF174019 AF062285 L05924 L11699 AW402665 L09070 L28049 L08090 
AW407843Z14171 AW402944 LDBDB3 AW405627 L33035 L26907 M17750 L2B052 M17751 AJ239360 U19885 L14821 X56526 
AB014341 L12087 L1209B U68231 L12184 AF052242 AF022000 U64499 U00570 AI2686Q4 Y15773 X64239 X62969 1100506 
X73605 X99360 U00577 D83677 AB021539 AF035796 Z33899 U00588 AJ239353 AF174062 Z33901 X98899 AF174058 X63080 
DB3676 AB021529Z1B318 U004B8 L01412 X81746 U21262 U21272 U00560 AF174060 U00547 U00561 Z18321 S73957 
M26435 AF115130 AF115117 Z92896 U21254 Z92895 AF1 15112 AF062290 T28938 Y09386 AF174067 U27189 Y09384 
U77373 AF174057 M17749 X69692 AF174033 U64478 U64486 AF174098 X99365 AF174077 AF174083 AF174089 AF015133 
AF127792 AJ00B171 UQ0510 U58144 AF004323 AF1 15109 AF0Q4324 AF015130 AF09D414 AF090418 AB021536 AB021519 
Z96957 AF021986 Z92898 Z96956 L34164 AF082251 AF052524 UO0549 U00541 D83687 AF052522 AF087420 AF052520 
AF02201 1 L43085 U00538 L19915 L43083 AF090420 AB021530 AB021534 Z96955 Z96954 Z33903 X62964 AF103282 U00509 
AF062298 AF062289 AF062307 AW408326 L33037 L04337 L04328 X61742 L04336 L03385 AF032360 S561 B4 AF062191 
AF191092 AI906954 AF103184 L04343 AW364360 AF001424 AF103163 Z98717 AF103143 AJ008250 L04323AF1 03321 
AF103335 L04342 L03B18 L03B17 AW40497B AW403690 U86601 AF103150 AJ010334 AF035027 AJ007327 AF103115 
AF01745B AJ008207 AJQ08183 AJ0D8196 AJ00B241 AJ008208 AF103210 AF068668 AF0B8670 AF068671 AF068664 
AF068669 AF066666 AF068665 AF068672 AW371244 AW403670 AW408074 AW404575 AW362153 AW403803 AW406702 
AW351514 D78345 T29140 J00231 NMJD2179AW405146AA301091 X04646 H6466D AW402990 AW408534 T93007 
A16579B0 AW368899 AI905833 AW406586 AA482084 AIB72299 AA7 15266 AW404328 A1831674 AI709348 AA603112 
AW514864 AA485775 H64492 AW404789 AA487630 AA715498 AA295865 T27613 T98113 

115763 genbank_AA421560 M421560 

124357 genbank N224Q1 . N22401 

108733 504187J AA1 21 022 AA1 26422 

101544 entre2LM31169 M31169 

124447 genbank_N48000 N48000 

124677 genbank_RO1073 R01073 

124777 genbank_R41933 R41933 

119302 genbank_T25725 T25725 
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103680 enlre;LZ93784Z937e4 

135029 H5B318_at H58818 

112253 genbankj!51818 R51818 

Pkey CAT number Accession 

5 322175 46877 J AF085975 H5345B H53459 

323011 139750J AA58028BM315B55 M133031 AA377748 

322975 15105B3J C16391 C1S413 

317210 211994J AW8B1145AA490718 M85637AA304575 T06067 M331991 

323817 233556J AA410943 AW948953 M334202AA332882 

10 3095B3 1046029_-2 AW170035 

324961 376239J AA613792AW182329 T05304 AW8583B5 

303502 325188 1 BE174240 AA4B8528 A1042253 

320133 447553.1 BE151746 BE336B53 D63271 T94955 AA774994 

311935 174129J AA216367 T63548 AA228676 

15 321050 502195 1 C05928 AW393497 

319977 34524BJ AA534222 M632632 T81234 

312772 4380 7 AW962299 M310349 AW962294 H63791 H63751 

321354 116028_-2 AA078493 

336512 CH22 3941FG_834_7_UNK_DJ 

20 336558 CK22_3992FG_B42_3_LINK_DJ 

336560 CH22.3994FG_842_5_LINK.DJ 

329367 o_x_hs 

329373 cj(_hs 

336S76 CH22_4154FG_43_4_ 

25 338008 CH22_643DFG_UNK_EM:AC00 

338057 CH22_6558FG_JJNK_EM:AC00 

329655 c14j32 

335959 CH22„4764FG_367J3_ 



338410 CH22_7067FG_J.INK„EM:AC(X> 

338451 CH22_7124FG_UNK_EM:AC0O 

338588 CH22_7331FG__UNK_EM:ACQ0 

33B665 CH22_7438FG_UNK_EM:AC00 

3 5 338689 CH22„7464FG_LIMK_EMrAC00 

308677 AI761173 

338832 CH22„767BFG_L1NK_DJ246D7 

338980 CH22_7B59FG„JJNK_DA59H18 

333009 CH22_233FG_61_1_LINK_EM:A 

40 333010 CH22_234FG_61_2„LINK_EM:A 

333013 CH22_237FG_61_5_LINK_EM:A 

308981 AI873242 

308995 AI880172 

333108 CH22_336FG_79_14_LINK,EM: 

45 333139 CH22_368FG_83JB_UNK_EM: 

333254 CH22_495FG_118_2 LINK EM: 

333305 CH22_550FG_137_2_UNK_EM: 

333343 CH22_589FGJ39_12_LINK_EM 

333388 CH22_634FG_144„3_UNK_EM: 

5 0 326213 c17_hs 

33345B CH22J06FGJ57„5JJNK_EM; 

333459 CH22_709FG_157_8_LINK_EM: 

333517 CH22 773FGJ73 2_LINK_EM: 

333565 CH22_846FG_2Q3_4 LINK_EM: 

5 5 333679 CH22_941FG_247_6JJNK_EM: 

326474 c19_hs 

333743 CH22_1009FG_264 1 LINK.EM 

33375B CH22_1024FG_26B_1_LINK_EM 

333767 CH22_1034FG_271_B_UNK_EM 

60 333768 CH22_1035FG_271_7_L1MK_EM 

333769 CH22_1036FG_271_B_UNK_EM 

333795 CH22J063FG_275J_UNK_EM 

333796 CH22J065FG_275_3_UNK„EM 
335004 CH22_2326FG_472„8_LINK_EM 

65 333892 CH22J163FG_292J4J.INK_E 

335115 CH22_2447FG_496_2_UNK_EM 

333904 CH22_1176FG_294 2 UNK.EM 
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333905 CH22J177FG„294_3_UNK^EM 

333921 CH22_1194FG_296J2J.INK_E 

333968 CH22_1245FG_307_4_UNK_EM 

328059 c_6_hs 

5 335287 CH22_2629FG,526_11_LINK_E 

326816 c20Js 

326817 c20Js 

335342 CH22J689FGJ36JJJMC.EM 

335491 CH22_2843FG_570_23_UNKE 

10 335495 CH22_2847FGJ70„2B„LINhLE 

335498 CH22_2850FG_571_7_LINK_EM 

32B304 cJMis 

305453 M738110 

335544 CH22„2899FG„57B„5_UNHLEM 

15 335610 CH22_296SFG_583jUINK„EM 

335653 CH22 3013FG 590_4_LINK_EM 

335682 CH22JQ43FG„595_2„LINK_EM 

335S87 CH22_304BFG_596_2_UNK_EM 

328492 c_7jis 

20 335755 CH22_3122FG_604_4_LINK^EM 

335782 CH22„3151FG„609_4_LINKL_EM 

335791 CH22_3160FG_611_7_L1NK_EM 

335809 CH22_3181FG_617_6_LINK_EM 

335822 CH22_3195FG_619^LINK^EM 

25 335823 CH22_3196FG_619_8_UNK_EM 

335824 CH22_3197FGJ19JU!NKLE 

335825 CH22_3198FGJ19_12_UNK_E 
335895 CH22 3272FG 635_3J-1NK_EM 
335917 CH22 3294FGJ36J3„UNK_E 

3 0 335920 CH22_3297FG_636_16_LINK_E 

305898 AA872838 

305913 AA87S109 

305950 AA884479 

328857 c_7_hs 

3 5 3300B4 c19j)2 

33796B CH22_6419FG_UNK_EM:AC00 

309177 AI951118 

309198 AI955915 

309226 AI969B97 

40 339352 CH22_8317FG_LINOA354l1 

309279 AI990102 

339373 CH22_834BFG_UNI-LBA232E1 

325622 c14 hs 

334102 CH22J36QFG_327_50J.INK,E 

45 332927 CH22_14BFG_3B_1_LINK^C20H 

332929 CH22_150FGJ8J„LINK_C20H 

332930 CH22_151FG_38_4_LINK„C20H 
332955 CH22_179FG 48 12 LINK.EM: 
332958 CH22_182FGJ8J5_UNK_EH: 

50 332951 CH22J85FG_48JB_LINK_EM: 

332983 CH22_207FG_54JJJNICEM:A 

334222 CH22 150BFG 360_3_LINK_EM 

334223 CH22J 507FG_360_4J_INK_EM 
334264 CH22J551FG_367J5_UNK_E 

55 327110 c21_iis 

334343 CH22_1636FG_375_25JJNieE 

334360 CH22„1654FG_378_5_LiNICEM 

327196 c_1_hs 

327283 c 1_hs 

60 327313 c 1_hs 

304465 AA421948 

304607 AA456426 

327450 c_2_hs 

304591 AA505702 

65 304601 AA507875 

304659 AA533185 

334764 CH22_2096FGJ32_9_LINK_EM 
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334789 CH22_2101FGJ32_14_L!NK_E 

334794 CH22_2106FG 434J2JJNK-EM 

338035 CH22_3420FG_678_6U.INK.DJ 

33S042 CH22_3427FG_679_4_LINK_DJ 

5 33S093 CH22_3481FG_691„2_UNK_DJ 

335096 CH22_3484FG_691_5_LINK_DJ 

334889 CH22_2206FGj52_3JJNK_EM 

336150 CH22_3540FG_706„6_UNK_DA 

336152 CH22_3543FG_706_9U1NK_DA 

10 338416 CH22JB33FG_323_3"8_LlNK_3 

338444 CH22_3B64FG_827_10_LINKj- 

338449 CH22_3870FG_829_6_LINK_DJ 

33S471 CH22_3B94FG_829_30JJNK_D 
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TABLE 13B 



Table 13B shows the genomic positioning for those pkeys lacking unigene ID's and 
accession numbers in Table 13B. For each predicted exon, we have listed the genomic 
sequence source used for prediction. Nucleotide locations of each predicted exon are also 
listed. 



Pkey: 



Stand: 
Imposition: 



Unique number corresponding to an Eosprobeset 

Sequence source. The 7 digit numbers in this column are Genbank Identifier (Gl) numbers. "Dunham I. et al." refers to the publication 

entitled The DNA sequence of human chromosome 22." Dunham !. et al., Nature (1 999) 402:459495. 
Indicates DMA stand from which exons were predicted. 
Indicates nucleotide positions of predicted exons. 



Pkey Ref 


Strand 


Ntposifion 


332955 Dunham,!, etal. 


Plus 


2508896-250B992 


332956 Dunham, t.et.al. 


Plus 


2516164-2516310 


332961 Dunham, I. eta!. 


Pius 


2521424-2521555 


333139 Dunham, I. et.al. 


Plus 


3369495-3369571 


333254 Dunham, I. et.al. 


Plus 


2521424-2521655 


333305 Dunham, I. et.al. 


Plus 


46303884630645 


333388 Dunham, I. etal. 


Plus 


4913749-4913605 


333517 Dunham, I. et.al. 


Plus 


5570729-5570925 


333585 Dunham, I. etal. 


Plus 


623477W234894 


333S79 Dunham, I. et.al. 


Plus 


7068795-7068896 


333767 Dunham, I. etal. 


Plus 


7694407-7694623 


333768 Dunham, I. etal. 


Plus 


7695440-7695697 


333769 Dunham, I. etal. 


Plus 


7696625-7696707 


333795 Dunham, (. etal. 


Plus 


7607688-7607795 


333796 Dunham, !. etal. 


Plus 


7808253-78OB319 


333892 Dunham, I. etal. 


Plus 


8156825-6157001 


333921 Dunham, I, etal. 




8380325-8380441 


3339S8 Dunham, I. etal. 


Plus 


8681004-8681241 


334102 Dunham, 1. etal. 


Plus 


9995140-9995373 


3342B4 Dunham, I. etal. 


Plus 


13234447-13234544 


334343 Dunham, 1. etal, 


Plus 


13655828-13655307 


334794 Dunham, 1. etal. 


Plus 


16374312-16374458 


334839 Dunham,!. etal. 


Plus 


19286024-192BB515 


335287 Dunham, 1. etal. 


Plus 


22299047-22299299 


335491 Dunham, 1. etal. 


Plus 


24128651-24128827 


335495 Dunham, I. etal. 


Plus 


24140688-24140872 


335498 Dunham,!. etal. 


Plus 


24172062-24172161 


335553 Dunham. 1. etal. 


PIUS 


25329710-25329802 


335687 Dunham, !. etal. 


Plus 


25445952-25446064 


335809 Dunham, I. etal. 


Plus 


26310772-26310909 


335822 Dunham, t. et.af, 


P/us 


26364087-26364196 


335823 Dunham, I. etal. 


Plus 


26365925-2636S004 


335824 Dunham, 1. etal. 


Plus 


26376660-26376942 


335825 Dunham, I. et.al. 


Plus 


25378175-26378268 


336035 Dunham, 1. etal. 


Plus 


29016748-29017410 


335093 Dunham, 1. etal. 


Plus 


29556922-29557002 


335096 Dunham, 1. etal. 


Plus 


29578878-29579047 


335444 Dunham, 1. etal. 


Plus 


34130585-34190718 


33B959 Dunham, 1. etal. 


Plus 


13233040-13233126 


338003 Dunham, 1. etal. 


Plus 


7697068-7697236 


338057 Dunham, 1, etal. 


Plus 


8528397-8526522 


338410 Dunham, I. etal. 


Plus 


19292807-19292916 


33B588 Dunham, I. etal. 


Plus 


22896767-22896920 


338665 Dunham, t etal. 


Plus 


24472654-24472853 


338832 Dunham, I. etal. 


Plus 


27775126-27775290 


338980 Dunham, l. etal. 


Plus 


29896789-29896674 


339352 Dunham, i.etai. 


Plus 


335447B4-33545121 
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332929 


Dunham, I. etal. 


Minus 


2020758-2020S64 


332930 


Dunham, 1. etal. 


Minus 


2022565-2022497 


3329B3 


Dunham, 1. etal. 


Minus 


2631933-2631797 


333009 


Dunham, 1. etal. 


Minus 


2765043-2765856 


333010 


Dunham, 1. etal. 


Minus 


2766207-276S119 


333013 


Dunham, 1. etal, 


Minus 


2772278-2772039 


3331 D8 


Dunham, 1. etal. 


Minus 


3240494-3240389 


333343 


Dunham, 1. etal, 


Minus 


4692886-4692753 


333456 


Dunham, 1, etal. 


Minus 


2631933-2631797 


333459 


Dunham, 1, etal. 


Minus 


5144548-5144344 


333743 


Dunham, 1. etal. 


Minus 


7573218-7573050 


333758 


Dunham, 1. etal, 
Dunham, 1. etal, 


Minus 


7666413-7566091 


333904 


Minus 


8217374-8217251 


333905 


Dunham, 1. etal. 


Minus 


8217796-8217670 


334222 


Dunham, 1. etal. 


Minus 


12732417-12732289 


334223 


Dunham, 1. etal. 


Minus 


12734365-12734269 


334360 


Dunham, 1. etal. 


Minus 


13728850-13728751 


334784 


Dunham, 1. etal. 


Minus 


16294548-16294360 


334789 


Dunham, 1. etal. 


Minus 


16306095-16305996 


335004 


Dunham, 1. etal. 


Minus 


20561911-205B1794 


335115 


Dunham, 1. eta). 


Minus 


21388250-2138B146 


335342 


Dunham, 1. etal. 


Minus 


22597448-22597284 


335544 


Dunham, 1. etal. 


Minus 


24650505-24650403 


335610 


Dunham, 1. etal. 


Minus 


25O68943-250S8841 


335682 


Dunham, 1. etal. 


Minus 


25421215-25421093 


335755 


Dunham, 1. etal. 


Minus 


25763806-25763747 


335782 


Dunham, 1. etal. 


Minus 


25908578-25908440 


335791 


Dunham, 1, etal 


Minus 


25948563-25948411 


335S95 


Dunham, 1. etal. 


Minus 


26975307-26975239 


335917 


Dunham, 1. etal. 


Minus 


27028481-27028377 


335920 


Dunham, 1. etal. 


Minus 


27034927-27034811 


336042 


Dunham, 1. etal. 


Minus 


29041694-2904150D 


336150 


Dunham, 1. etal. 


Minus 


30150423-30150256 


336152 


Dunham, 1. etal. 


Minus 


30156053-30155870 


336416 


Dunham, 1, etal. 
Dunham, 1. etal. 


Minus 


34047408-34047311 


336449 


Minus 


34204707-34204577 


336471 


Dunham, 1. etal. 


Minus 


34215091-34214978 


336512 


Dunham, 1, etal. 


Minus 


34278373-34278275 


336558 


Dunham, 1. etal. 


Minus 


34375825-34375698 


336560 


Dunham, 1. etal. 


Minus 


34376814-34376595 


336676 


Dunham, 1. eta). 


Minus 


2022565-2022497 


337968 


Dunham, 1. etal. 


Minus 


7095797-7095580 


336451 


Dunham, 1. etal. 


Minus 


20174286-20174193 


338639 


Dunham, 1. etal. 


Minus 


24893073-24892972 


339373 


Dunham, 1. etal. 


Minus 


33850127-33860047 


325622 


5867000 


Plus 


39994-70075 


329655 


6448516 


Minus 


35555-35343 


329B99 


6563505 


Minus 


111058-111783 


329960 


5091594 


Minus 


1031-1162 


326213 


5867224 


Minus 


60751-60927 


326474 


5867405 


Plus 


16995-18101 


330084 


6015302 


Mil a;. 


57019-59337 


326816 


6552456 


Plus 


1 93354-1 9S435 


326B17 


6552458 


Plus 


199939-200001 


327110 


6117842 


Plus 


94608-94785 


327196 


5867446 


Plus 


180921-181333 


327283 


5867478 


Minus 


567-962 


327313 


5867501 


Minus 


89734-89838 


327450 


5867766 


Minus 


4792848076 


328059 


6117319 


Plus 


37052-37204 


328492 


5868455 


Minus 


4609446241 


328304 


6004478 


Minus 


3884-3952 


328857 


6381927 


Minus 


80557-81051 


323367 


5868842 


Minus 


87201-87587 


329373 


6682537 


Minus 


38950-39301 
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TABLE 14: Table 2 from BRCA 001-5 US 

Table 14, a subset of table 13, depicts a preferred group of genes highly upregulated in breast 
5 cancer cells. 



Pkey: Unique Eos prabeset identifier number 

ExAccn: Exemplar Accession number, Genbank ac 

10 UnigenelD: Unlgene number 

Unigene Title: Unigene gene tills 

R1 : Ratio of tumor to normal breast tissue 



Pkey ExAccn 


UniGene ID 


Unigene Title 


R1 


1O0O3B M97935 




AFFX control: STAT1 


16,7 


100114 D0059B 


Hs.82962 


thymldylate synthetase 




100975 J02923 


Hs.76506 


lymphocyte cytosollc protein 1 (L-plastin) 


30.1 


101031 J05070 


Hs.151738 


matrix metalloproteinase 9 (gelalinase B; 9 


?n'jr 


101104 L0761S 


Hs.169266 


Human neuropeptide Y receptor Y1 (NPYY 




101143 L12723 


Hs.90093 


heat shock 70kD protein 4 




101332 L47276 


Hs. 156346 


Homo sapiens (cell line HL-6) alpha topois 


18.9 


101378 M13755 


Hs.833 


Interferon-stlmulated protein; 15 kDa 


18.1 


101B09 M86849 


Hs.323733 


Homo sapiens connexin 26 (GJB2) mRNA 




102618 USS932 


Hs.81071 


extracellular matrix protein 1 


23.2 


102721 U79241 


Hs.1 18666 


Human clone 23759 mRNA; partial cds 


15 


102617 U9Q904 


Hs.83724 


Human done 23773 mRNA sequence 




102907 X0B985 


Hs.202B33 


heme oxygenase (decycling) 1 


22,7 


102965 X17644 


Hs.2707 


G1 to S phase transition 1 


20.6 


103060 X57766 


Hs.1 55324 


matrix metalloproteinase 11 (stromelysin 3 


17.8 


103180 X69433 


Hs.5337 


isocitrate dehydrogenase 2 (NADP+); mito 


18.9 


103206 X72755 


Hs.77367 


monokine induced by gamma interferon 


15.1 


103821 AA157623 


Hs.198793 


KIAA0750 gene product 


23.3 


104115 M428090 


Hs.26102 


ESTs 


28.7 


104667 M007234 Hs.30098 


ESTs 


K.G 


105185 AA191512 Hs.26005 


Homo sapiens mRNA; cDNA DKFZp564G 


19.3 


106103 AA421104 Hs.12094 


ESTs 


15.4 


107151 AA621169 


Hs.8687 


ESTs 


19 


109415 AA227219 


Hs.4'1 0826 


trinucleotide repeat containing 9 


20.1 


110189 H20543 


Hs.6278 


DKFZP586B1621 protein 


16.6 


110561 H59617 


Hs.5199 


ESTs; Weakly simitar to UBIQUITIN-CON 


19.5 


110734 H9B714 


Hs.24131 


ESTs 


30.2 


110915 N46252 


Hs.29724 


ESTs 


23,2 


111179 N67239 


Hs.10760 


ESTs 


37 


111357 N91023 


Hs.87123 


ESTs 


15 


112134 R46025 


Hs.7413 


ESTs 


17.4 


113970 W86748 


Hs.8109 


ESTs 


15 


114124 Z3B595 


Hs.125019 


ESTs; Highly similar to KIAA08B6 protein 


22 


114292 Z40715 


Hs.184641 


delta-6 fatty acid desaturase 


19.4 


114901 AA236276 


Hs.196437 


ESTs; Weakly similarto R26660J; partial 


16.9 


1 14965 AA250737 


Hs.72472 


ESTs 


35.1 


115652 AA405098 


Hs.38178 


ESTs 


16/ 


115B75 AA433943 


Hs.43946 


ESTs; Weakly similar to Weak similarity t 


33.5 


116790 H29532 


Hs.101174 


mlcrotubule-associated protein tau 


22,2 


116921 H72948 


Hs.821 


bigiycan 


20,7 


117412 N26722 


Hs.42645 


ESTs 


1B.1 


120241 Z41815 


Hs.65946 


ESTs 


15,6 


'120325 AA195651 


Hs.104106 


ESTs 


15.2 


121596 AA416740 Hs.174104 


ESTs 


22.6 


123619 AA609200 




ESTs 


23,1 


124006 D60302 


Hs.270016 


ESTs 


20.6 


125852 H09290 


Hs.76550 


Homo sapiens mRNA; cDNA DKFZp564B 


25.9 


126160 N90960 


Hs.265398 


ESTs; Weakly similar to transformation-rel 


16.4 
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127677 AA916752 Hs.264190 


ESTs; Highly similar to MEM3 [M.muscul 


17,3 


128595 U31875 Hs. 152677 


short-chain alcohol dehydrogenase family m 


27,1 


128717 T30617 Hs,104222 


Homo sapiens mRNA; cDNA DKFZp5S6L 


24,5 


129124 AA234530 Hs.108802 


N-eSiylmatelmlde-ssnsitive factor 


20.7 


129356 H16027 Hs.184697 


plexln C1 


18,2 


130455 X17059 Hs.155956 


N-acetyltransferass 1 (arylamine N-acafylt 


26.4 


130604 X03635 Hs.1657 


estrogen receptor 1 


39.9 


130913 W03592 Hs.2119B 


transferase of outer mitochondrial membra 


20.9 


130944 M97935 Hs.21486 


signal transducer and activator of transorfpt 


18.fi 


131472 AA608962 Hs.27258 


oalcyclin binding protein 


18.1 


131552 U90551 Hs.2B777 


H2A histone family; member L 


13.8 


132180 AA405569 Hs.418 


fibroblast activation protein; alpha; seprase 
ESTs 


15.4 


132406 F09979 Hs.4774 


15 


132465 AA047896 Hs.49169 


ESTs 


15,4 


132994 AA505133 Hs.279905 


solute carrier family 2 (facilitated glucose t 


26.4 


133294 R79723 Hs.69997 


zinc finger protein 238 


30.4 


133634 U24166 Hs.234279 


mlcrotubule-assDciated protein; RP/EB fam 


15.2 


134374 D62633 Hs.8236 


ESTs 


15,2 


134405 J04177 Hs.82772 


collagen; type XI; alpha 1 
CDG28 protein kinase 2 


15,3 


134470 X54942 Hs.83758 


20.3 


134495 D63477 Hs.84087 


KIM0143 protein 


1S.1 


134714 U89922 Hs.890 


lymphotoxln beta (TNF superfamiiy; memb 


35.7 


135237 AA45493Q Hs,9691 


ESTs 


18.5 


301884 AA312082 Hs.105445 


GDNF family receptor alpha 1 


20.7 


302276 NM_00444BHs.323910 


EST cluster {no! In UniGene) with exon hit 


21.6 


302290 AL1 17607 Hs.175563 


Homo sapiens mRNA; cDNA DKFZp564N 


41.4 


309177 AI951118 


EST singleton (not In UniGene) with exon 


24.3 


309583 AW1 70035 


EST 


64,5 


310436 AW022192 Hs.200197 


ESTs 


39.1 


311166 AIB21294 Hs. 118599 


ESTs 


24,1 


312153 AA759250 Hs, 1 53028 


cytochrome b-561 


27,1 


313915 A1969390 Hs.1 63443 


ESTs 


27.1 


314506 M833655 Hs.206868 


ESTs 


27.8 


314558 AI873274 Hs,1 90721 


ESTs 


22.5 


314691 AW207206 Hs.136319 


ESTs 


21,4 


314943 AI476797 Hs.184572 


cell division cycle 2; G1 to S and G2 to M 


18.4 


315196 AA972756 Hs.44898 


ESTs 


28.8 


316177 AI908272 Hs.293102 


EST cluster (not in UniGene) 


32.6 


318073 AW167087 Hs.131562 


ESTs 


15.7 


318662 AI285898 Hs.294014 


ESTs 


16.3 


318740 NM_002543Hs.77729 


EST cluster {not in UniGene) 


21.3 


318744 AI793124 Hs,144479 


ESTs 


35 


319668 NM_002731Hs.87773 


EST cluster (not in UniGene) 


25,4 


320074 AA321166 Hs.278233 


EST cluster {not in UniGene) 


16.7 


320211 ALO39402 Hs, 125783 


DEME-6 protein 


24.3 


320727 U96044 Hs.181125 


EST cluster (not in UniGene) 


15,3 


322818 AW043782 Hs,293616 


ESTs 


21 


322682 AW248508 Hs.279727 


DiGeorga syndrome critical region gene 2 


15.3 


324261 AL044891 Hs.269350 


EST cluster (not in UniGene) 


50.1 


324432 AA464510 Hs.152812 


EST cluster (not In UniGene) 
ESTs 


16,7 


324603 AW016378 Hs.292934 


23,1 


324620 AA448021 Hs.94109 


EST cluster (not in UniGene) 


21.2 


324988 T06997 Hs,121028 


EST cluster (not in UniGene) 


24.5 


330388 X03363 


HER2 receptor tyrosine kinase (c-erbB-2; E 


17.7 


330486 M13755 Hs,833 


Interfaron-stimulated protein; 15 kDa 




330814 AA015730 Hs.26539B 


ESTs; Weakly similar to fransformation-rel 


44.1 


331145 R72427 Hs.129873 


ESTs; Weakly similar to CYTOCHROME 


41.9 


331306 AA252079 Hs.63931 


dachshund (Drosophlla) homolog 


15,1 


331890 AA432166 Hs.3577 


succinate dehydrogenase complex; subunit 


24.3 


332526 AA281753 Hs.77515 


Inositol 1;4;5-triphosphate receptor; type 3 


19 


332532 N63192 Hs.1892 


EST; Highly similar to PHENYIETHANO 


15.3 


332654 AA262768 Hs.243901 


KIAA1067 protein 


152 


332958 


CH22„FGENES.4B_15 


17.8 


333769 
333968 


CH22_FGENES.271_8 


48.3 
15,9 


334223 


CH22_FGENES.307_4 
CH22.FGENES.380J 


33.5 


334264 


CH22_FGENES.367J5 


18.5 
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335791 CH2R.FGENES.6H_7 27.3 

336512 CH22_FGENES,834_7 21.4 

338008 CH22_EM:ACOO55QO.G0)SCAN.127-9 15.2 
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TABLE 14A 



Table 14A shows the accession numbers for those pkeys lacking unigenelD's for Table 14. 
5 For each probeset, we have listed the gene cluster number from which the oligonucleotides 
were designed. Gene clusters were compiled using sequences derived from Genbank ESTs 
and mRNAs. These sequences were clustered based oil sequence similarity using Clustering 
and Alignment Tools (DoubleTwist, Oakland California). The Genbank accession numbers 
for sequences comprising each cluster are listed in the "Accession" column. 

10 

Ptey: UniquB Eos probeset ideniilier number 

CAT number: Gene cluster number 
Accession: Genbank accession numbere 



Pkey CAT number Accession 

309583 1046029 -2 AW17Q035 
20 336512 CH22_3941FG_834_7_UNK_W 
33800B CH22 6490FG_LINK-EM:ACQQ 
333769 CH22_1036FG_271_8J-INK_EM 
33396B CH22_1245FGJ307J_LINK_EM 
335791 CH22J160FG_611_7_LINK_EM 
25 309177 A1851118 

332958 CH22_1B2FG„48 15_J.INKL.EM: 
334223 CH22J 507FG_360_4_LINK_EM 
334264 CH22_1551FGJ67J5_UNK.E 
123619 371681J AA602954 M609200 
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TABLE 14B 

5 Table 14B shows the genomic positioning for those pkeys lacking unigene ID's and 
accession numbers in Table 14. For each predicted exon, we have listed the genomic 
sequence source used for prediction. Nucleotide locations of each predicted exon are also 
listed. 

1 0 Pkey: Unique number corresponding fo an Eos probeset 

Ref: Sequence source. The 7 digit numbers in this column are Genbank Identifier (Gl) numbers. "Dunham I. et al," refers to the pubtlcation 

entitled 'The DNA sequence of human chromosome 22." Dunham I. et al., Nature (1999) 402:489-495. 

Strand: Indicates DNA strand from which exons were predicted. 

^ NLposltion: indicates nucleotide positions of predicted exons. 

Pkey Ref Strand NLpositkm 

332958 Dunham, I. et.al. Plus 2516164-2516310 

20 333769 Dunham, fetal. Plus 7696625-7696707 

333968 Dunham, I. eUl. Plus 8681004-8SS1241 

334264 Dunham, I. et.al. Plus 13234447-13234544 

338008 Dunham, I. et.ai. Plus 7697068-7697236 

334223 Dunham, I. et.al. Minus 12734365-12734269 

25 - 335791 Dunham, fetal. Minus 25948563-25948411 

336512 Dunham, fetal. Minus 34278373-34278275 
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TABLE 15: Table 3 from BRCA 001-5 US 



Table 15 shows genes downregulated in breast cancer cells, 



Pkey: Unique Eos probeset Identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigeneiO: Unigene number 

Unigene Title: Unigene gene title 

R1: Ratio of normal breast tissue to tumor 



55 



Pkey 

100115 



100815 
101125 
101367 
101397 
101B33 
102227 
102B57 
103211 
103495 



ExAccn 

D00632 I- 
T1GR:HT1428 Y 
TIGR:HT1496 1- 
TJGR:HT4268 h 
L10373 h 
M12963 H 
M15856 h 
M98399 H 
U2513B 
X00129 
X73Q79 
Y09267 



UniGeneiD Unigene Title 



3 glutathione peroxidase 3 (plasma) 
B Globin.Beta 

8 Adrer.ai-SpeciiicProieinPg2 
L-Glycerol-3-Phospbate:Nad+Oxidoreduct 
transmembrane 4 superfamily member 2 
alcohol dehydrogenase 1 (class I); alpha po 



104672 AA007629 

30 105083 AA146619 

105138 M164519 

105075 AA417915 

106870 AA4B7576 

107099 AA6Q9S45 

35 107616 M004901 



108604 
111130 
111837 
40 112538 



115965 
117224 
117513 
119059 
119175 
119359 
119798 
1208B9 
121381 
121750 
122127 



Hs.76461 
Hs.288579 
Hs.132821 
Hs.2815 

Hs.18791 
Hs.15248 
Hs.25930 
Hs,26530 
Hs.211568 
Hs.261164 
Hs.82223 



T40652 
AA4 18033 
AA443800 
AA446661 
N2Q300 
N32174 
R15436 
R71792 
T71021 . 
W733B6 
M3657B4 
AA405747 
M421184 
AA434447 



Hs.301002 



Hs.249129 
Hs.97044 
Hs.97984 
Hs.97549 
Hs.1 06771 
Hs.293410 
122485 AA4433Q0 Hs.160318 
123443 AA598841 Hs.167382 
123505 AA600135 
125284 W94688 Hs.103253 



126747 
127218 
127357 



Hs,160318 
Hs,116017 
Hs.75432 



CD36 antigen (collagen type I receptor; thr 
potassium large conductance calcltim-activ 
retinol-binding protein 4; interstitial 
polymeric Immunoglobulin receptor 
flavin containing monooxygenase 2 
POU domain; class 6; transcription factor 1 
glycerol-3-phosphate dehydrogenase 1 (sol 
ESTs; Weakly similar to CALCIUM-BIND 
ESTs 
ESTs 

serum deprivation response (phosphatidyls 
eukaryoiic translation Initiation factor 4 gam 
ESTs 

Human DNA sequence from done 141 H5 o 
ESTs 

yz44h12.s1 Morton Fetal Cochlea Homo sa 
ESTs 
ESTs 
2 EST 



ESTs 
ESTs 

SRV (sex-determlnlng region Y)-box 10 
Friedreich ataxia region gene X123 
ESTs; Weakly similar to cell dealh activate 
ESTs; Highly similar to WS baslc-helix-loo 
ESTs 
ESTs 

ESTs; Weakly similar to WASP-family pro 

ESTs 

ESTs 

ESTs 

phosphotemman 

natriuretic peptide receptor A/guanylate cy 
tSTs; Moderately similar to III! ALU SUB 
perilipin 

HUM427O08B Human fetal brain [TFujiw 



ESTs; Weakly similar to KIAA0795 protei 
zx39g11.rfSoares_totaLfetus„Nb2HF8_9 
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127638 AA634405 Hs.12260B ESTs 1.5 

128213 AA9727B0 Hs,129194 ESTs; Weakly similar to !!.'! ALU SUBFA 1.5 

128351 AI092391 Hs.1 31886 ESTs 1.5 

128E42 N44757 Hs.20340 ESTs 1.6 

5 128870 R71403 Hs.75309 eukaryoii;; translate elongation factor 2 1.7 

129146 AA459944 Hs.108924 DKFZP586P1422 protein 1.5 

129285 T62068 Hs.HQOS ESTs 2.1 

129331 N93465 Hs.279772 ESTs; Highly similar to CGI-38 protein [H 1,5 

130085 M624Q2 Hs.274313 insulin-lite growtft factor binding protein 6 1.7 

10 130400 M25079 Hs.283108 hemoglobin; beta 1.7 

131267 AA21 1776 Hs.2504 myomesln 1 (skelemin) (185kD) 3.8 

131277 M131486 Hs.23767 ESTs 1.9 

131262 M12272 Hs.4 'alcohol dehydrogenase 3 (class!); gamma p 2.2 

131304 AA295848 Hs.25475 aquaporin7 1.7 

15 131810 D49487 Hs.194236 leptn (murine obesity homolog) 2.5 

132788 AA045503 Hs.56874 ESTs; Weakly similar to Homo sapiens p2 1,6 

132931 Z41452 Hs.6090 deleted in bladder cancer chromosome regi 1.5 

133120 X64559 Hs.65424 tetranectin (plasminogen-bindlng protein) 2 

133314 U95367 Hs.70725 gamma-aminobutyric acid (GABA) A recep 1.5 

20 133507 X74295 Hs.74369 integrin; alpha 7 1.7 

133601 S95936 Bs.28417B transferrin 2.3 

133702 N5SB9B Hs.75652 glutathione S-transferasa M5 1,9 

134111 N79674 Hs,8022 TWA protein 4.6 

134699 (J56B14 Hs,S6646 deoxynionudease Hike 3 1.5 

25 134749 L10955 Hs.894B5 carbonic anhydrase IV 1.6 

135173 M72885 Hs.95910 Human G0S2 protein gene; complete cds 1.9 

300132 AW027556 Hs.1 56266 ESTs 1.7 

300732 AI369956 Hs.257891 ESTs 1.5 

300750 AA5148D5 Hs.293055 ESTs 1.8 

30 301140 AI807692 Hs.129129 ESTs 1.6 

301396 AA923549 Hs,224121 ESTs 2.1 

302910 N77976 Hs.251 577 hemoglobin; alpha 1 1.8 

30379B V00505 Hs.36977 hemoglobin; delta 1.6 

303831 T04868 Hs.46780 EST cluster (not in UniGene) with exon hit 1.7 

3 5 303844 U94362 Hs.58589 glycogenin 2 1.5 

304182 H91086 EST singleton (not in UniGene) with exon 1.5 

304622 AA516384 EST singleton (not in UniGene) with exon 1.5 

304662 AA550994 EST singleton (not in UniGene) with exon 1.7 

305612 AA782347 Hs.272572 EST singleton (not in UniGene) with exon 1,5 

40 306193 AA923457 EST singleton (not in UniGene) with exon 1.5 

307206 AI192534 EST singleton (not in UniGene) with exon 1.6 

307377 AI222691 EST singleton (not In UniGene) with exon 1.5 

308023 AI452732 Hs.251577 EST singleton (not in UniGene) with exon 1.9 

308359 A1612774 Hs.79372 retinoid X receptor; beta 1.5 

45 309838 AW29S073 Hs.255504 EST 1.5 

310403 AS720978 Hs.148006 ESTs; Moderately similar to alternatively s 1.8 

311671 AW241947 Hs.232478 ESTs 1,6 

311794 AW23S092 Hs.254759 ESTs 2.1 

312082 T79860 Hs.1 18180 ESTs 1.9 

50 312575 H25237 Hs,306814 ESTs 2.3 

313076 N496B4 Hs.143040 ESTs 1.8 

313283 W32480 Hs.1 57099 ESTs 2.2 

313374 AW328672 Hs.132760 ESTs 1.9 

314701 AI754634 Hs.131987 ESTs 1,7 

5 5 315391 AA759D98 Hs,192007 ESTs 1.8 

315688 AA680055 Hs.264885 ESTs 1.5 

316249 AA94B612 Hs,130414 ESTs 1,6 

316586 AI205077 Hs.294085 ESTs 1,7 

316890 AA837079 Hs.24647 ESTs 1,5 

60 316983 AI480204 Hs.177131 ESTs 1,5 

317604 AI650625 Hs,3fJ0756 ESTs 1,6 

317951 AW206520 Hs.129621 ESTs 1.5 

319400 W26902 Hs.154085 ESTs 1.7 

320757 H22654 Hs,6382 EST cluster (not in UniGene) 1,5 

65 321594 AA021402 Hs,11067 ESTs 1.7 

322102 H45589 EST cluster (not in UniGene) 1,5 

322814 AI824495 Hs.211038 ESTs . 2.2 
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322929 AI365585 Hs.146246 ESTs 
323831 AA335715 
324044 ALQ45752 
324675 AW014734 



330931 F01443 
331591 N71677 
332159 AA621393 
332364 W94688 
332502 H21819 
334175 
334347 
334737 



Hs.157969 ESTs 

CH.11Jsgl|5865902 
CH.12_hs gi|5056302 
CH.UJisgi|6056305 
CH.?7_hsgl|5867194 
CH.17_hsgl]5B67203 
CH.20_hs gi|G552460 
CH.02_hsgi|6004454 
CH.14 p2gl[60657B3 
3 ESTs 
Hs.42146 ESTs 
Hs.1 12934 EST 



Hs.14896 Homo sapiens clone 24590 mRNA sequeno 
CH22_FGENES.349_10 
CH22_FGENES.375J1 
CH22_FGENES.424_12 



CH22_FGENES.746_2 

CH22JGENES.814.8 

CH22_FGENES,305-1 

CH22_FGENES.799-12 

CH22JIAAC000097.GENSCAN.119-1 

CH22_EM:AC005500.GENSCAN.110-1 

CH22„EM:ACO0550O.GENSCAN.228-1 

GH22_BA354l12.GENSCAN.34-2 
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TABLE 15A 



Table ISA shows the accession numbers for those pkeys lacking unigenelD's for Table 15 . 
5 For each probeset, we have listed the gene cluster number from which the oligonucleotides 
were designed. Gene clusters were compiled using sequences derived from Genbank ESTs 
and mRNAs. These sequences were clustered based on sequence similarity Using Clustering 
and Alignment Tools (DoubleTwist, Oakland California). The Genbank accession numbers 
for sequences comprising each cluster are listed in the "Accession" column. 



Pkey CAT number Accession 

126300 250375 2 D81972 BE003132 

20 11253B 504579J AA903B13 R70255 

123505 genbank_M60G1'35 AA600135 * 

104672 6735_7 AA349096 AI368018 F21390 F17759 R48772 AI421485 AI300352 H43971 AI37S525 F33552 R47B9B AI264177 F22289 N28263 



AI2762B1 R4B205 AI245302 AI190O36 AI2B1050 AW242903 H42892 AA910870 AW473816 H25721 AW451438 F19647 F22375 
H45809 F33447 AA774528 AA007629 H42537 C01077 F32386 



25 322102 46708 1 H45589 H19807AF075038 H1980B H42437 

336865 CH22_4590FG_305_1_ 

33B192 CH22J755FG_LINK_EM:ACO0 

329733 c14_p2 

326120 C17J1S 

30 326139 c17_hs 

326855 c20_hs 

335352 CH22J2699FG_539„5JJNK_EM 

335639 CH22_2999FG_584_19_LINK_E 

307206 AM 92534 

3 5 307377 AI222691 

337494 CH22_5727FG 799 12_ 

337764 CH22_6115FG_LINK_EM:AC00 

337983 CH22_6438FG_LINK_EM:AC00 

339366 CH22J336FG_LINKJA354I1 

40 325272 c11_hs 

325558 o12_hs 

325656 c14_hs 

334175 CH22J455FG_349_10JJNK_E 

304182 H91086 

45 334347 CH22_1640FGJ75_31„LINKJ 

327438 c_2Jis 

304622 AA516384 

334737 CH22_2049FG_424J2_LINK^E 

304682 AA550994 

5 0 336244 CH22_3642FG_746_2_LlNK_DA 

306193 M923457 

336336 CH22_3746FG_814_8_L!NieBA 



10 



Pkey: 

CAT number 
Accession: 



Unique Eos probeset identifier number 
Gene duster number 
Genbank accession numbeis 
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TABLE 15B 

Table 15B shows the genomic positioning for those pkeys lacking unigene ID 's and 
accession numbers in Table 15. For each predicted exon, we have listed the genomic 
sequence source used for prediction. Nucleotide locations of each predicted exon are also 
listed. 

Pkey: Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers In this column are Genbank Identifier (Gl) numbers, "Dunham I. et al." refers to the publication 

entitled "The DNA sequence of human chromosome 22." Dunham f. ef al., Nature (1999) 402:469-495. 
Strand: Indicates DNA strand from which exons were predicted. 

NLposition: Indicates nucleotide positions of predicted exons. 



Pkey Ref Strand 


NLposition 


334347 Dunham, I. et.al. Plus 


13663814-13663926 


334737 Dunham, I. et.al. Plus 


15998517-15S96685 


335639 Dunham, I. et.al. Plus 


25173591-25173695 


337494 Dunham, I. et.al; Plus 


33339324-33339 14S 


334175 Dunham, l. eLal, Minus 


1166B659-11668597 


335352 Dunham, I. et.al. Minus 


22681512-22681384 


336244 Dunham, I. et.al. Minus 


31402729-31402583 


33S336 Dunham, Utal. Minus 


33797209-33797076 


336865 Dunham, 1, eta!. Minus 


8522405-8622289 


337764 Dunham, l.etal. Minus 


40356404035446 


337983 Dunham. Utal. Minus 


7275495-7275271 


338192 Dunham, l.etal Minus 


13248453-13246277 


339366 Dunham, I. etai. Minus 


33547431-33647293 


325272 5866302 MimJS 


13247-13312 


32555S 6056302 Plus 


70930-71030 


325656 6056305 Minus 


78190-78707 


329733 6065783 Plus 
326120 5867194 Plus 


163237-163450 
361 16-36276 


326139 5B67203 Minus 


218901-218960 


326655 6552460 Minus 


111390-111463 


327438 6004454 Minus 


199569-199692 
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TABLE 16: Table 4 from BRCA 001-5 US 



Table 16, a subset of table 15, depicts a preferred group of genes highly dowirregulated in 
breast cancer cells. 



Ptey; Unique EOs probeset identifier number 

ExAccn: , Exemplar Accession number, Genbank accession number 

UnigenelQ: Unigene number 

Unigene Tille: Unigene gene title 

R1 ; Ralio of normal breast tissue to tumor 



Pkey ExAccn 


UniGene ID 


Unigene Title 


R1 


100502 TIGR:HT1496 


Hs.169228 


Adrenal-Specific Protein Pg2 


2.3 


101367 M12963 


Hs.4 


alcohol dehydrogenase 1 (class 1); alpha 


2,9 


102857 X00129 


Hs.76461 


retiriol-binding protein 4; interstitial 


3 


104672 M007629 




glycerophosphate dehydrogenase 1 


2.4 


107099 AA6G9645 


Hs.211568 


eukaryotic translation initiation factor 4 gam 


2.7 


108604 AA099820 


Hs.49696 


ESTs 


2.4 


115949 AA443800 


Hs.43125 


ESTs 


2 


115965 AA446661 


Hs,173233 


ESTs 


2.2 


119175 R71792 


Hs.301002 


ESTs; Weakly similar to cell death activator 


■ 2.8 


119798 W73386 


Hs.249129 


ESTs 


3 


122127 AA434447 


Hs,106771 


ESTs 


2.5 


12234B AA443695 


Hs.293410 


ESTs 


2.1 


129285 T62068 


Hs.11006 


ESTs 


2.1 


131267 AA211776 


Hs.2504 


myomesin 1 (skelemin) (185kD) 


3.6 


131282. M12272 


Hs.4 


alcohotdehydrogenase 3 (class I); gamma 


2.2 


131810 D49487 


Hs.1 94236 


leptin {murinB obesity homolog) 


2.5 


133120 X64559 


Hs.65424 


tetranectin (p!asminogen-binding protein) 


2 


133601 S95936 


Hs.284176 


transferrin 


2.3 


134111 N79674 


Hs.B022 


TU3A protein 


4.6 


3013S6 AA923549 


Hs,224121 


ESTs 


2.1 


311794 AW238092 


Hs.254759 


ESTs 


2.1 


312575 H25237 


Hs.306814 


ESTs 


2.3 


3132B3 W32480 


Hs.1570S9 


ESTs 


2.2 


322814 A1824495 


Hs.211038 


ESTs 


2.2 


322929 AI365585 


Hs.1 46246 


ESTS 


2,3 


324675 AW014734 


Hs.157969 


ESTs 


2.2 


330931 F01443 


Hs,284256 


ESTs 


4,6 


332384 W94686 


Hs.103253 


perilipin 


2,1 


337983 
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TABLE 16A 



Table 16A shows the accession numbers for those pkeys lacking unigenelD's for Table 16. 
5 For each proheset, we have listed the gene cluster number from which the oligonucleotides 
were designed. Gene clusters were compiled using sequences derived from Genbank ESTs 
and mRNAs. These sequences were clustered based on sequence similarity using Clustering 
and Alignment Tools (DoubleTwist, Oakland California). The Genbank accession numbers 
for sequences comprising each cluster are listed in the "Accession" column. 

10 

Pkey: Unique Eos probeset Identifier number 

CAT number: Gene cluster number 
Accession: Genbank accession numbers 

15 

Pkey CAT number Accession 

104672 6735„7 AA349096 AI368018 F21390 Ft7759 R48772 AI4214B5 A1300352 H43971 AI378525 F33652 R47898 AI264177 F22289 N28263 
AI2762B1 R48205 AI245302 A119DD36 AI28105Q AW242903 H42892 AA910870 AW473816 H25721 AW451438 F19647 F22375 
20 H45809 F33447 AA774528 AA0D7629 H42537 C01077 F32366 
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TABLE 17: Table 1 from BRCA 014 P 



Table 17 shows accession numbers representing 759 sequences of breast cancer genes or 
fragments thereof encoding breast cancer modulating proteins. For each overexpressed gene 
identified, a ratio of the relative amount of expression in breast tumors versus normal breast 
tissue. 



Pkey: Unique Eos probeset identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigenelD: Unlgene number 

Unigene Title; Unlgene gene title 

R1: Ratio of tumor to normal or 



Pkey ExAccn UnigenelD Unigene Titte R1 

20 100227 AV654694 Hs,82316 interferon-lnduced, hepatitis C-assoeiat 3 

100*05 AW291587 Hs.82733 nldogen2 3.2 

100406 AI962060 Hs.1 18397 AE-binding protein 1 3.6 

100420 D86983 Hs.1 18893 Melanoma associated gene 3.2 

100911 X63300 Hs.239103 SMA4 5.2 

25 100960 J00124 Hs.117729 keratin 14 (epidermolysis bullosa simple 4.3 

101011 BE387036 Hs.1211 add phosphatase 5, tartrate resistant 3 

101183 AA442324 Hs.795 H2A hisicne family, member O 3.2 

101194 L20971 Hs.168 phosphodiesterase 4B, cAMP-specific {dun 3 

101329 U66042 Hs.B2171 Homo sapiens clone 191B7 placenta expres 4.1 

30 10137B BE563085 Hs.833 interferon-stimulated protein, 15 kDa 5.3 

101474 R07566 Hs.73817 small Inducible cytokine A3 (homologous 3.9 

101491 M25809 Hs.S4173 ATPase, H+ transporting, lysosomal (vacu 4,5 

101530 M29874 Hs.1360 cytochrome P450, subfamily I IB (phenobar 9 

101602 AA353776 Hs.9D1 CD48 antigen (B-cell membrane protein) 3.4 

35 101663 NMJW352B Hs.2178 H2B histone family, member Q 5.6 

101758 BE019494 Hs.79217 pyrrollne-5-carboxylate reductase 1 3.6 

101767 MS1057 Hs.180864 carboxypeptidase B1 (tissue) 12 

101817 M39907 Hs.152292 SWI/SNF related, matrix associated, act! 3.2 

101851 BE260964 Hs.82045 midkine (neurite growth-promoting factor 4.1 

40 101878 M9761 5 Hs. 183650 cellular retinoic acid-binding protein 2 6.5 

102209 NMJ)0203B Hs.265827 Interferon, alpha-inducible protein (clo 3 

102214 U23752 Hs.32964 SRY (sex determining region Y)-box 11 3 

102297 NMJ01504 Hs, 1 98252 G protsiivcoupled receptor 9 3.7 

102299 NMJ5D5824 Hs. 155545 37 kDa leuclne-rich repeal (LRR) protein 3.7 

45. 102301 NM_005651 Hs.1B3671 tryptophan 2,3-dioxyoenase 5.2 

102305 AL043202 Hs.90073 chromosoms segregation 1 (yeast homolog) 3.5 

102369 U39840 Hs.299867 hepatocyte nuclear factor 3, alpha 3.9 

102591 U62325 Hs.324125 amyloid beta (A4) precursor protein-bind 4 

102721 H16646 Hs.118666 hypothetical protein PP591 3.5 

50 102739 AA363025 Hs.155572 Human clone 23801 mRNA sequence 3.2 

102791 AF080229 gb:Human endogenous retrovirus K clone 1 3 

102804 NJ/LO02318 Hs.83354 iysyl oxidase-tike 2 3.2 

102903 M73779 Hs.250505 retinolc acid receptor, alpha 3.3 

1D3010 X52509 Hs.161640 tyrosine aminotransferase 12.4 

55 103042 T81656 Hs.252259 ribosomal protein S3 4.5 

103117 X63578 Hs.295449 parvalbumin 3 

103207 X72790 gb:Human endogenous retrovirus mRNA for 5.9 

103282 BE390551 Hs.77628 steroidogenic acute regulatory protein r 3.9 

103284 AI751601 Hs.8375 TNF receptor-associated factor 4 3.3 

60 103329 X85134 Hs.72984 retinobfestoma-binding protein 5 3.1 

103354 X90872 Hs.279929 gp25L2 protein 3 

103385 NMJ07069 Hs.37189 similar to rat HREV1 07 3.4 

103456 AA496425 Hs.9629 papillary renal cell carcinoma (Iransloc 3.2 
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10349B Y09306 
103558 BE616547 
1035B3 L02911 



A1571835 
AW779318 
AW021102 
AF183810 
AA461618 
AA0B42/3 
AF173296 



104073 
104103 
104115 
.104168 
10 104173 
104181 
104189 



Hs.30148 

Hs.2785 

Hs.150402 

Hs.70937 

Hs.55468 

Hs.88417 

Hs.21509 

Hs.26102 

Hs.31704 

Hs.76561 

Hs.283740 

Hs.301804 



3 AI559444 Hs.293960 ESTs 



hameodomaki-interactfng protein kinase 3 
keratin 17 

Acilvln A receptor, type I (ACVR1) (ALK 

H3 hlstone family, member A 

ESTs 

ESTs 

ESTs 

opposite strand to trichorhlnophalangeal 
ESTs, Weakly similar to KIAA0227 [H.sapi 
ESTs, Weakly similar to S47072 finger pr 
DC6 protein 
KIAA1494 protein 



15 104518 
104556 
104658 
104748 
104755 

20 104825 
104830 
104665 



H20B16 

AV650B51 

M36D954 

M015679 

T49951 

AA035613 

AW294092 

T79340 



105092 AA1 48982 

105093 AL137566 
105304 AW134924 
105397 AA8 14807 
105409 AW505076 
.105431 AA252033 
105552 AA256750 
105598 AA279439 
105650 W16741 
105688 AI299139 

105808 AI133161 

105809 AW973653 
105909 AA195191 
105965 M131657 
106135 AL1 17474 
106184 W2B948 
106293 N39842 
106400 BE397649 
106474 BE3B366B 
1064S4 AA351978 
106533 AL1 34708 
106614 AA648459 
106636 AW958037 
106661 AW499914 
106743 BE613328 
106844 AA485G55 
105864 AI31192B 
106865 AW192535 
106871 AW472981 
106942 AA995351 
106968 AF2 16751 
107105 AW963419 
107158 N32849 
107248 AW263124 
107265 BE379594 
107630 AW961576 
107710 AI955040 
107890 M025386 
107985 T40064 
108000 AI263307 
108217 AA058686 



Hs.111680 
Hs,112423 
Hs.96900 
Hs.27268 
Hs.33536 
Hs.9029 
Hs.141883 
Hs.21594 
Hs,22575 
Hs.26802 
l-Ss.33905 
Ks.9414 
Hs.35156 
Hs.29068 
Hs.32405 
Hs.190325 
Hs.7395 
Hs.301855 
Hs.242413 
Hs.28602 
Hs.279763 
Hs.25635 
Hs.17517 
Hs,286131 
Hs.20104 
Hs.5111 
Hs.23830 
Hs.41181 
Hs, 10762 
Hs.301444 
Hs.94109 
Hs.42484 
Hs.4943 
Hs, 145998 
Hs,335951 
Hs.286 
Hs.7579 
Hs.21938 
Hs.158213 

Hs.19479 
Hs,321130 
Hs.31314 
Hs,26B13 
Hs.155223 
Hs.31844 
Hs,315111 
Hs.49136 
Hs.60178 
Hs.265398 
Ks.61311 
Hs.71968 
Hs.239884 



endosulfine alpha 
Homo sapiens mRNA; cDNA DKFZp586l1420 (f 
hypothetical protein; KIAA1830 protein 
Homo sapiens cDNA: FU21933 fis, clone H 
ESTs 

OKFZP434G032 protein ' 
ESTs 

hypothetical protein MGC1 5754 
B-cell CLL/lymphoma 6, member B (zinc fi 
protein kinase domains containing protei 
ESTs 

KIAA1488 protein 

Homo sapiens cDNA FLJ1 1027 fis, clone PL 
ESTs 

HomosapiBns mRNA; cDNA DKFZp586G0321 {f 
ESTs 

hypothetical protein FU231 82 
DiGeorge syndrome critical reg/on gene 8 
hypothetical protein DKFZp434K1421 
centaurin-alpha 2 protein 
hypothetical protein FLJ10504 
HSPC003 protein 
ESTs 

CG 1-101 protein 
hypothetical protein FLJ00052 
hypothetical protein FLJ20729 
ESTs 

Homo sapiens mRNA; cDNA DKFZp727C191 (fr 

ESTs 

KIM1673 

Homo sapiens oDN A FLJ13634 fis, clone PL 
hypothetical protein FLJ10618 
hepatocellular carcinoma associated prot 
ESTs 

hypothetical protein AF301 222 

ribosomal protein L4 

hypothetical protein FLJ10402 

hypothetical protein FLJ12492 

sperm associated antigen 6 

gb:qo89h04,x1 NC)_CGAP_Kid5 Homo sapiens 

ESTs 

hypothetical protein MGC2771 
retinoblastoma-binding protein 7 
CDA14 



hypothetical protein FLJ125B6 

nuclear receptor co-repressortHDAC3 comp 

ESTs, Moderately similar to ALU7JHUMAN A 

ESTs 

ESTs, Weakly similar to transfonnation-r 
ESTs, Weakly similar to SI 0590 cysteine 
Homo sapiens mRNA; cDNA DKFZp564F053 (fr 
H2B hlstone family, member L 
ESTs 
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108435 TB2427 Hs.194101 Homo sapiens cDNA: FU20869 fis, done A 3 

108591 AB033073 Hs.43857 similar to glucosamine-6-sulfatases 3.3 

108733 AA121022 gb:zn84f10.r1 Straiagene lung carcinoma 3.9 

108771 AF068290 Hs.79741 hypothetical protein FLJ101 16 6.1 

5 108819 AA011449 Hs,271627 ESTs 3.5 

108912 AA136674 Hs.118681 EST 3.9 

109086 AF1B6114 Hs.270737 lumomecrosts factor (ligand) superfami 3.7 

109124 AK0Q0684 Hs.183887 hypothetical protein FU22104 3.1 

109132 AI970536 Hs.16603 hypothetical protein FLJ13163 3.7 

10 109163 N23235 Hs.30567 ESTs, Weakly similarto B34087 hypotheti 4.5 

109277 AA196443 Hs.8S043 Homo sapiens cDNA FLJ13558 lis, clone PL 3.7 

109410 AW504732 Hs.21275 hypothetical protein FLJ1 1011 4.S 

109454 AA232255 Hs.295232 ESTs, Moderately similar to A4601 0 X-lin 6.4 

109514 AA234087 Hs.262345 ESTs, Weakly similar to S724B2 hypotheti 4,8 

15 109581 R45584 Hs.23025 ESTs, Weakly similar to ALU5JHUMAN ALU S 3.3 

109632 AA325138 Hs.235873 hypothetical protein FLJ22672 3 

109644 AW973964 Hs.291531 ESTs, Highly similar to 1203217A dehydro 3 

109700 F096Q9 gb:HSC33HD92 normalized Infant brain cDN Z2 

109768 FD6B38 Hs.14763 ESTs 3.2 

20 109807 R43646 Hs. 12422 ESTs . 3,8 

109842 AW818436 Hs,23590 solute carrier family 16 (monocarboxylic 3.3 

109B95 AK001880 Hs.30488 DKFZP434F091 protein 3.6 

110D24 AW973152 Hs.31050 ESTs 4,2 

110561 AA379597 Hs.5199 HSPC150 protein similarto ubiquitin-oon 5.1 

25 110875 H89355 Hs.249159 adrenergic, alpha-2A-, receptor 5,3 

110707 AI239832 Hs,15617 ESTs, Weakly similar to ALU4_HUMAN ALU S 3,7 

110915 BE092285 Hs.29724 hypothetical protein FLJ13187 3,7 

111139 N64683 Hs,290943 ESTs 4 

111155 N66563 Hs.191358 ESTs 3,1 

30 111199 AI767435 Hs,29B22 ESTs 4,5 

111336 AI457338 Hs.29894 ESTs 5.4 

111510 R0785S Hs,16355 ESTs 3.2 

111532 R08440 gb:yf19f09.s1 Scares fetal liver spleen 3.1 

111689 AA602004 Hs.23260 ESTs 3.2 

35 111823 R35252 Hs.24944 ESTs, Weakly similarto 21 09260AB cell 3.3 

111876 R3B239 Hs.293246 ESTs, Weakly similarto putative p1 50 [H 3,1 

111892 AA421081 Hs.12388 ESTs 3.4 

111893 AF070526 Hs.13429 Homo sapiens clone 24787 mRNA sequence 3.3 
112125 AW379029 Hs.118338 ESTs, Weakly similarto unnamed protein 4.4 

40 112170 BE246743 Hs.288529 hypothetical protein FLJ22635 7,3 

112287 AB033064 Hs.334806 KIAA1 238 protein 3.2 

112300 H24334 Hs.26125 ESTs 4,4 

■ 112303 R54797 gb:yg87b07.$1 Scares infant brain 1NIB H 3.4 

112478 R66067 Hs.28664 ESTs 8.2 

45 112561 A1791493 Hs.129873 ESTs, Weakly similar to A36036 cytochrom 5.5 

112631 R82040 gb:yj06b06,s1 Soares placenta Nb2HP Homo 3.9 

112637 R82331 Hs.164599 ESTs 5.4 

112657 AW84487B Hs.19769 hypothetical protein MGC41 74 3.2 

112678 A141B466 Hs.33665 ESTs 4.7 

50 112917 AA082465 Hs.125031 choline/ethanolaminephosphofransferase 3.7 

113070 AB032977 Hs.6298 KIAA1 151 protein 3.1 

113095 AA828380 Hs.126733 ESTs 3.4 

113117 AW813731 Hs.159 153 ESTs, Moderately similarto S65B57 alpha 3.4 

113187 BE613410 Hs.31575 SEC63, endoplasmic reticulum translocon 3.2 

55 113200 T57773 Hs.10263 ESTs 3.5 

113206 BE262470 Hs.241471 RNB6 6.2 

113374 T79925 Hs.2691 65 ESTs, Weakly similar to ALU1_HUMAN ALU S 3.7 

113440 U54727 Hs,191445 ESTs 3 

113494 T91451 Hs.86538 ESTs 3.4 

60 113518 AW3B77B8 Hs.323954 postmelotic segregation increased 2-like 3.1 

113571 AI702609 Hs.15713 hypothetical protein MGC2776 3!1 

113822 MM_004585 Hs.17466 retinoic acid receptor responder (tazaro 3.9 

113835 A1912410 Hs.27475 Homo sapiens cDNA FLJ12749 fis, clone NT 3 

113938 W81598 gb:zd88g02.s1 Soares_fetolJieart_NijHH19W 4.6 

65 113947 W84768 g b:zh53d03.s1 SoaresJetalJiveLspleen^ 3.1 

113970 W27249 Hs,8109 hypothetical protein FLJ21 080 6.9 

114086 AA378776 Hs.288649 hypothetical protein MGC3077 4,3 
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114148 
114424 
114516 



114995 
115121 
115134 
115167 

10 115253 
115277 
115327 
115354 
115657 

15 115676 
115709 
115729 
115767 



AI634549 



AA749209 

BE149845 

AA814100 

N46436 

AA28163S 

AA405620 

AA9S3006 



AL042465 
AB041D35 
AL042355 
AW450737 
AA4S4976 



AW962196 
AI272141 
AKQ01114 
AA649530 



20 ' 115335 AA521410 
115850 NM.014937 



116092 
116115 
116184 
116192 
116208 
116246 
116443 
115470 
110726 
116845 
117026 
117216 
117296 
117403 
117691 
118229 
118363 
118416 
118470 
118502 
118695 
118925 
119025 



119063 R16633 

119075 M10905 

119620 W47620 

119741 AF041853 

119747 A1970797 

119754 AL037824 

119905 AW449064 

120084 W94472 

120241 AA825686 



AW9705B4 
AL157488 
AK000465 



120742 AA225084 

120870 AA357172 

120885 AA365515 

120970 AA398118 

121054 AW07657O 

121095 AA320134 

121103 AA398936 

121121 AA399371 

121337 AW8B5727 



Hs.288433 neurotrlmin 
Hs.267596 ESTs 

Hs.106469 suppressor of varl (S.cerevisiae) 3-like 
Hs.82226 glycoprotein (transmembrane) nmb 
Hs.72472 BMP-RIB 
Hs.193657 ESTs 
Hs.88155 ESTs 

Hs.194331 ESTs, Highly similar to A5571 3 Inositol 
Hs.43728 hypothetical protein 
Hs.289033 hypothetical profQin MGC4126 
Hs.86693 ESTs 
Hs.109221 ESTs 
Hs.334627 ESTs 

Hs.551 58 ESTs, Weakly similar to T29520 hypotheti 
Hs.88143 ESTs 

Hs,5B279 ESTs, Wealdysimilar to ALU7„HUMAN ALU S 
Hs.38775 ESTs 
Hs.40479 ESTs 

Hs.86434 hypolhetical protein FLJ21816 

Hs.41371 ESTs 

Hs.52463 K1AA0966 protein 

Hs.165186 hypothetical protein FLJ13852 

Hs,41181 Homo sapiens mRNA; cDNA OKFZp727C191 (fr 

Hs.43M5 poly(A)'SpQcific ribonuclease (deadenyla 

Hs.93847 NM_016931 ;Homo sapiens NADPH oxidase 4 ( 

Hs.70202 WD repeat domain 10 

Hs.128791 CGl-09 protein 

Hs.62528 ESTs, Moderately similar to A4601 0 X-tin 

Hs.42532 ESTs, Moderately similar to ALU8_HUMAN A 

Hs.250646 baculoviral IAP repeat-containing 6 

Ks.321264 LBP protein 32 

H5.83484 SRY (sbx determining region Y)-box 4 

Hs.53913 hypolhetical protein FLJ 10252 

gb:ns44f05.s1 NCLCGAP_Alv1 Homo sapiens 
Ks.50456 ESTs, Moderately similar to ZN75JHUMAN Z 
Hs.42792 ESTs, Weakly similar to I78885 serine/th 
Hs,42508 Homo sapiens mRNA full length insert cDN 
Hs.40639 ESTs 

Hs.9363G DKFZP434N014 protein 
Hs.166254 hypothetical protein DKFZp556H33 
Hs.48938 hypotheBcal protein FU21 802 
Hs.49105 FKBP-assoclated protein 
Hs.291033 ESTs 

Hs.50150 Homo sapiens mRNA; cDNA DKFZp564B182 (fr 

Hs.50081 K1AA1 199 protein 

Hs.206832 ESTs, Moderately similar to ALU8_HUMAN A 

Hs.55209 Homo sapiens mRNA; cDNA DKFZp434K0514 {f 

Hs.117572 chemokine binding protein 2 

Hs.53108 ESTs, Moderately similar to ALMJIUMAN A 

Hs.287620 fibronectin 1 

Hs.56009 2'-5'-c ligoadenylate synthetase 3 (1 00 k 
Hs.43670 kInesinfamiiymembBr3A 
Hs.64659 ESTs 

Hs.194695 ras homolcg gene family, member I 
Hs.1 19571 collagen, type 111, alpha 1 (Ehlers-Danl 
Hs.59529 ESTs, Moderately similar to ALU1_HUMAN A 
Hs.321 176 ESTs, Weakly similar to S65824 reverse t 
Hs.21145 hypothetical protein RG083M05.2 

g b:nc21d06:r1 NCI_CGAP_Pr1 Homo sapiens 
Hs.292581 ESTs, Moderately similar to ALULHUMAN A 
Hs.301872 hypothetical p-oteln MGC4840 
Hs.97579 ESTs, Weakly similar to A4601 0 X-llnked 
Hs.97387 ESTs 

Hs.196029 Homo sapiens mRNA for KIAAl 657 protein, 
Hs.97697 EST 

Hs.189095 similar to SALL1 (sal (Drosophila)-like 
Hs.301570 ESTs 
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121351 AW206227 
121611 M31669 
121643 AA6409B7 
121770 NMJ15902 
122126 AK000492 
12233B AA443311 
122417 AA446965 
122513 AI767879 
122544 AW973253 



122BD5 AA52B911 

122851 AW205931 

123105 AA4878Q9 

123111 AA228776 

123249 AA371307 

123273 AA491253 



123419 T66087 
123485 A1306B76 
123645 A1675944 



124012 AA352723 
124243 H69125 
124357 N22401 
124359 N22506 
124567 AW451645 
124911 N34151 
124972 R41396 
125005 BEQ65136 
125042 T7B906 
125184 W60326 
125243 AW970536 
125286 AF086534 
125304 AL359573 

125330 AW8B0562 

125331 A1422996 
125685 AI924530 
126257 N9963B 
126474 AW975814 
126666 AA6488B6 
126872 AW450979 
127431 AW77195B 
127980 AA961459 
127997 AW068311 
1Z8420 AA650274 
128609 NM_003616 
128946 Y13153 
128955 AA775076 
129092 "D56365 
129270 AA357185 
129301 AF1 82277 
129385 AA172106 
129619 AA209534 



129725 X56411 

130069 AI754813 

130092 X03363 

130298 AI347487 

130382 NMJ03450 

130622 A1582291 

130703 R77776 

130881 AA809875 

130954 AB014544 

131095 AI399653 

131153 HD9D48 

131253 R71802 

131372 AW293399 



7 hypothetical protein FLJ23132 
inhlbln, beta B (aclivln AB bata polypep 

7 ESTs 

8 progestin Induced protein 
hypothetical protein 
ESTs 
ESTs 
ESTs 
ESTs 

Homo sapiens mRNA; cDNA DKFZp547J047 (fr 
collagen, type XI, alpha 1 
hypothetical protein MGC5338 
catenln (cadherin-associated protein), d 
ESTs 
ESTs 

Empirically selected from AFFX single pr 
KIAA1554 protein 

Homo sapiens unknown mRNA sequence 
hypothetical protein DKFZp761D112 
Homo sapiens cDNA FLJ12033 fls, clone HE 
ESTs 
RNB6 
ESTs 

gb:yw37g07,s1 Morton Fetal Cochlea Homo 
Homo sapiens cDNA: FU21479 fis, clone C 
Homo sapiens cDNA FLJ 1 1 973 fis, clone HE 
interferon Induced transmembrane protein 
hypothetical protein FLJ23045 
splicing factor (CC1. 3) 

ESTs, Moderately similar to ALU1_HUMAN A 
HS78B6B4 Homo sapiens cDNA FU11750 fis, clone HE 
Hs.105413 ESTs 

Hs.167561 ESTs.ModeratelyslmilartoALULHUMANA 
Hs.124940 GTP-binding protein 
Hs.114574 ESTs 
Hs.161378 ESTs 

Hs.4943 hepatocellular carcinoma associated prot 

gb:za3Sg11.r1 Soares fetal liver spleen 
Hs.326714 Homo sapiens clone 1MAGE:713177, mRNA se 



gb:UI-H-Bl3-a!a-a-12-0-Ul.s1 NCI_CGAP_Su 
ESTs, Moderately similar to PC4259 ferri 
ESTs 

Homo sapiens mRNA full length insert cDN 

fibronectln leucine rich transmembrane p 

survival of motor neuron protein interac 

kynurenine 3-monooxygenase (kynurenine 3 

Homo sapiens, Similar to PRO0478 protein 

poly(rC)-blnding protein 2 

ras homolog gene family, member H 

cytochrome P450, subfamily I IB (phenobar 

Rag C protein 

tetraspan NET-6 protein 

hypothetical protein FLJ20391 

alcohol dehydrogenase 4 (class II), pi p 

collagen, type V, alpha 1 

v-erb-b2 avian erythroblastic leukemia v 



Hs.9S 
Hs. 112092 
Hs.99214 
Hs.292689 
Hs.97337 
Hs.82772 
Hs,99593 
Hs.166011 
Hs.1 91 721 
Hs.125056 
HS.173611 
Hs.17767 
Hs.1 12482 
Hs.103849 
HS.1B8691 
Hs.1 12264 
Hs.241471 
Hs.133525 

Hs.139315 
Hs.151504 
Hs.174195 
Hs.1 01 774 
Hs.1 45696 



Hs.175437 

Hs.125644 

Hs.311054 

Hs.41296 

Hs.102456 

Hs.107316 

Hs.1 85807 

Hs.63525 

Hs.1 0991 8 

Hs.330780 

Hs.110950 

Hs.2B4243 

Hs.11747 

Hs.1219 

Hs.146428 

Hs.323910 

Hs.132761 

Hs.1 55204 

Hs.16846 

Hs.1S103 



zinc finger protein 174 

ESTs, Weakly similar to 04HUD1 debrisoqu 

ESTs . 



Hs.24853 ESTs 

Hs.144904 nuclear receptor co-repressor 1 
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131507 A1B2626B Hs.27769 ESTs, Weakly similar to MCAT_HUMAN MITOC 3.2 

1315B7 AI695549 Hs.18386B glucuronidase, beta 3.1 

131739 AF01796S Hs.31386 secreted frizzled-related protein 2 3.2 

131795 BE501849 Hs.32317 high-mobility group 20B 3.2 

5 131970 D66960 Hs.3610 KIM020S gene product 3.6 

131986 NM 002314 Hs.36566 LIM domain kinase 1 3.2 

132093 AA4QQ091 Hs.39421 ESTs 3.2 

132122 AA426202 Hs.40403 Cbp/p300-interacting transactivator, wit 3 

132159 D76435 Hs.41154 Zic family member 1 (odd-paired Drosophi 3.2 

10 132333 AA192669 Hs.45032 ESTs 3,5 

132406 AL133731 Hs.4774 Homo sapiens mRNA; cDNA DKFZp761C1712 (f 9.2 

132482 AV660345 SHs,238126 CGI-49 protein 8.2 

132543 BE568452 Hs.5101 protein regulator of cytokinesis 1 3.4 

132624 AA326 108 Hs.33629 bHLH protein DEC2 3.2 

15 132700 AA319233 . Hs.5521 ESTs 4.8 

132725 NMJ06276 Hs.184167 splicing factor, arginine/serine-rich 7 3.6 

1327S9 W73311 Hs,1 69407 SAC2 (suppressor of actin mutations 2, y 3.2 

132847 T48195 Hs.58189 eukaryotic translation initiation factor 3.5 

132857 Y00272 Hs.184572 cell division cycle 2, G1 to S and G2 to 4.4 

20 132936 AL120659 Hs.6111 aryl-hydrocarbon receptor nuclear iransl 4.8 

133130 Al 128606 Hs.6557 zinc finger protein 161 3.3 

133142 AW952412 Hs.65874 ESTs, Weakly similar to A40348 Elav/Sex- 3.5 

133167 AW1B2840 Hs.6641 kinesin family member 5C 4,5 

133225 AW600291 Hs.6B23 hypothetical protein FLJ10430 3.3 

25 133274 AA085191 Hs.6949 hypothetical protein MGC1 1275 3 

133275 Z93241 Hs.239934 CGI-96 protein 4.5 

133287 AW797437 Hs.69771 B-facfor, properdin 4.1 

133376 BE618768 Hs.7232 acetyl-Coenzyme A carboxylase alpha 5.1 

133462 AW675064 Hs.73875 fumarylacetoacelate hydrolase (fumarylac 3 

30 133740 AW162919 Hs.170160 RAB2, member RAS oncogene family-like 3.4 

133831 BE274552 Hs.76578 protein Inhibitor of activated STAT3 3.9 

133976 A1908165 Hs. 1 69946 GATA-blnding protein 3 (T-cell receptor 8.2 

134666 BE391929 Hs.3752 transmembrane protein 4 3.1 

134710 AI433797 Hs.8889 serine hydroxymethyltransferase 1 (solub 3 

35 134731 D89377 Hs.39404 msh(Drosophila)homeoboxhomolag2 5.8 

134776 J05582 Hs.39603 mucin 1, transmembrane 4 

135230 AF064804 Hs.96757 suppressor of Ty (S.cerevisiae) 3 homofo 3.2 

135303 R61253 Hs.98265 KIAA1 677 protein 3.3 

13540D X78592 Hs.99915 androgen receptor (dihydroleslosterone r 4.8 

40 135411 L10333 Hs.99947 reilcutonl 3.8 

300089 AI199738 Hs.208275 ESTs, Weakly similar to ALUA_HUMAN III! 3.8 

300233 AW614220 Hs.189402 ESTs 4.2 

300254 AW183618 Hs.55610 solute carrier family 30 (zinc transport 9.9 

300256 AW591433 Hs.298241 Transmembrane protease, serine 3 4.9 

45 300378 Z45270 Hs.235873 hypothetical protein FLJ22672 3.4 

300973 M572949 Hs.207566 ESTs 3.5 

301111 R10799 Hs.191990 ESTs 3.8 

301341 M887801 Hs,20B229 G protein-couplet! receptor 13.9 

301548 AI091631 Hs,203845 two pore potassium channel KT3.3 4.4 

50 301884 AA3120B2 Hs.105445 GDNF family receptor alpha 1 5.7 

301936 U79745 Hs,1 14924 solute carrier family 16 (monocarboxylic 8.6 

301976 T97905 gb:ye54d0.r1 Soares fetal liver spleen 3.9 

302001 AB020711 Hs.27834G K1M0904 protein 7,7 

302067 BE54270G Hs.222399 CEGP1 protein 7.3 

5 5 302094 AW749321 Hs.6766 ESTs 3.3 

302099 AL04967O Hs.137576 ribosomal protein L34 pseudogene 1 4.2 

302145 NMJ03613 Hs.151407 cartilage Intermediate layer protein, nu 7.9 

302235 AL049987 Hs.166361 Homo sapiens mRNA; cDNA DKFZp564F1 12 (fr 5.6 

302276 AW057736 Hs.323910 HER2 receptor tyrosine kinase (c-erb-b2, 5.4 

60 302290 M179949 Hs.175563 Homo sapiens mRNA; cDNA DKFZp564N0763 (f 34.1 

3D2372 AL1 17406 Hs.200102 ATP-binding cassette transporter MRP8 6.7 

302378 AL109712 Hs.296506 Homo sapiens mRNA full length Insert cDN 4 

302384 AI67B059 Hs.202676 synaptonema! complex protein 2 4.3 

3023B5 AJ224172 Hs.204096 lipopfiilin B (uteroglobin family member) 13.8 

65 302680 AW192334 Hs.36218. ESTs 9.6 

302830 A1038997 Hs.1 32921 ESTs 5 

302857 AF282265 Hs.4483S inner centromere protein antigens (135kD 3.4 
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302970 W05BOB 
303271 M652687 
303289 AL12146D 
5 303357 AW00B352 



303642 AW299459 
303780 AI424014 
303797 AW629759 
303852 R53434 
304328 AA1 49951 
304782 AA5820B1 
305913 AA87B109 
305917 AA876469 
307010 AI140014 
307041 AI144243 
308106 AI476803 
308307 AI581398 
30B615 AK000142 
309177 A19B1118 



25 



50 



Hs.42346 
Hs.312679 
Hs.96151 
Hs.272673 
Hs.159643 
Hs.309490 



309574 



310054 
310098 
310438 
310683 
310727 
3 0 310781 
310895 
310955 
311117 
311166 
35 311237 
311465 
311587 



AW168083 
AW170035 
A1199712 
AI5B5841 
AW022192 
AI939456 
AK000703 
AI380797 
AI955121 
A147S732 
AI671439 
A1B21005 
AA641098 



311774 AA700870 
3117B5 AI056769 
311872 R12375 
311889 AA767342 
311913 AI35B522 
311923 T60843 ■ 
311935 AA216387 
312019 AA373630 
312021 AA759263 
312067 T78968 
312090 T80177 
312147 AI633744 
312153 BE261944 
312168 T92251 
312182 T84344 
312187 AA700439 
312199 AW43B602 
312219 H73505 



312299 AA972712 
312544 AA516420 

60 312638 AW439195 
312826 AW291545 
312837 AW2922B6 
312980 AA497043 
313070 AI422023 

65 313079 N76497 
313089 AF026944 
313096 AW073310 



catcineurin-blnding protein caisarcin-1 
ESTs, Weakly similar to A49019 dynein he 
Human DMA sequence from clone RP5-1103G7 
hypothetical protein RJ20508 
ESTs, Weakly similar to T32554 hypothetl 
ESTs, Weakly similar to putative WHSC1 p 



Hs.172928 
Hs.101774 
Hs.326736 
Hs.233191 

Hs.32S736 
Hs.148486 
Hs. 161354 
Hs.200197 
Hs.160870 



gb:xs50d08.x1 NCl_CGAP_Kid11 Homo sapien 
KIAA1304 protein 

gb:hh70e05.y1 NCLCGAP_GU1 Homo sapiens 
hypothetical protein MGC1 1138 
zinc finger protein 207 

gb:nn32h08.s1 NCl_CGAP_Gas1 Homo sapiens 
gb:nx24h01,s1 NCI„CGAP_GC3 Homo sapiens 
gb;oB48b04.s1 NCl_CGAP_Pr25 Homo sapiens 
gb:qa68S09.x1 Soar@sJetaUieart_NbHH19W ■ 
gb:qb85b12.x1Soares_fetaUeartWbHH19W 
gb:tj77e12.x1 Soares_NSF_F8„9W_OT_PA_P^S 
collagen, type I, alpha 1 
hypothetical protein FU23045 
Homo sapiens breast cancer antigen NY-BR 
EST, Weakly similar to A2721 7 glucose tr 
gb:xg59g04.x1 NCI_CGAP_Ut4 Homo sapiens 
Homa sapiens breast cancer antigen NY-BR 
ESTs. Weakly similar to 1917210A Pro/Arg 



Hs.165724 
Hs.263912 
Hs.195029 
Hs.1 18599 
Hs.208809 
Hs.206132 
Hs.271019 



Hs,143D4 
Hs.133512 
Hs.1 94600 
Hs,1224B3 
Hs.270188 
Hs.189679 

Hs. 188750 
Hs.14041 
Hs.14411 
Hs.118064 
Hs. 195648 
Hs.118625 



ESTs 

Homo sapiens mRNA for K1AA1 551 protein, 
ESTs 

N-acetylgslactcsamine-4-O-sulfolransfera 
ESTs 

Homo sapiens mRNA for KIAA1657 protein, 
ESTs 

ESTs, Moderately similar to ALULHUMAN A 
ESTs 

ESTs, Weakly similar to A47582 B-cell gr 

ESTs 

ESTs 

ESTs 

ESTs 

ESTs, Weakly similar to PSF.HUMAN PTB-AS 



gb:nc16b02.s1 MCI CGAP_Pr1 Homo sapiens 

ESTs 

ESTs 

ESTs 

similar to rat nuclear ubiquitous casein 
ESTs, Weakly similar to I36022 hypotheti 
1 



Hs.188490 
Hs.191179 
Hs.1 17874 
Hs.199993 
Hs.259737 
Hs.1 83526 



Hs.185018 

Hs.255058 

Hs.115685 

Hs.161338 

Hs.1787 

Hs.293797 



ESTs 



ESTs 
ESTs 

ESTs, Weakly similar to ALUBJ-iUMAN llll 
ESTs 

ESTs, Weakly similar to 138022 hypotheti 
ESTs, Weakly similar to S85657 alpha-1C- 



ESTs 

proteollpid protein 1 (Pellzaeus-Merzbac 
ESTs 

Homo sapiens cDMA FLJ14142 fis, clone MA 
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313126 


AA746503 


Hs,283313 ESTs 


10 


313166 


AI801098 


Hs.151500 ESTs 


3.5 


313197 


AW979Q08 


Hs.222487 ESTs 


3.3 


313280 


AW960454 


Hs.222830 ESTs 


4.7 


313325 


AI420611 


Hs.127832 ESTs 


3.4 


313328 


AW449211 


Hs.105445 GDNF family receptor alpha 1 


12.4 


313352 


AW150945 


Hs.144758 ESTs 


4.1 


313385 


A!032Q87 


Hs.269819 ESTs 


3 


313393 


A1674685 


Hs.200141 ESTs 


5.2 


313417 


AA741151 


Hs.137323 ESTs 


3.5 


313434 


W92070 


gb:zh48g05,r1 Soares_feta!_liver_spleen_ 


3.7 


313569 


AI273419 


Hs.1 35 1 46 hypothetical protein FLJ13984 


3 


313591 


AA046309 


gbczf12(01.s1 Scares fetalheartNbHH19W 


5.6 


313615 


AI540978 


Hs.301997 hypothetical protein FLJ13033 


3,2 


313915 


C18863 


Hs.163443 Homo sapiens cDNA FU11576 fis, done HE 


26.3 


313975 


AW175896 


Hs.65114 keratin 18 


3 


313979 


A1535895 


Hs.221024 ESTs 


4.9 


313997 


AV657317 


Hs.288649 hypothetical protein MGC3077 


3.9 


314043 


AAB27082 


Hs.291872 ESTs 


3.1 


314078 


AW129357 


Hs.329700 ESTs 


8.3 


314097 


AA648744 


Hs.269493 ESTs 


6.6 


314121 


AI732083 


Hs. 187619 ESTs 


6.2 


314129 


AA228366 


Hs, 115122 ESTs 


4 


314138 


AA740616 


gb:ny97f11.s1 NCLCGAPJ3CB1 Homo sapiens 


5.9 


314236 


AA743396 . 


Hs.169023 ESTs 


3.1 


314244 


AL036450 


Hs.103238 ESTs 


4 


3143G5 


AI280112 


Hs.125232 Homo sapiens cDMA FU13266 fis, done OV 


8 


314306 


AI697901 


Hs.192425 ESTs 


3.7 


314322 


AA907153 


Hs.190030 ESTs 


3.3 


314394 


AW961597 


Hs,130816 ESTs, Moderately similarto I38022 hypof 


4.2 


314401 


AI660412 


Hs.234557 ESTs 


3.3 


314465 


AA602917 


Hs.156974 ESTs 


4,7 


314506 


AA833655 


Hs.206868 Homo sapiens cDNA FLJ14055 fis, clone HE 


8.5 


314510 


A1204418 


Hs. 190080 ESTs 


4 


314546 


AW007211 


Hs.16131 hypothetical protein FLJ12876 


3.4 


314547 


M399272 


Hs.144341 ESTs 


6.7 


314558 


AI873274 


Hs,1 90721 ESTs 


27.4 


314627 


AA425310 


Hs. 155766 ESTs, Weakly similar to A47582 B-cellgr 


4.4 


314646 


AW979268 


gb:EST391378 MAGE resequences, MAGP Homo 


4.6 


314691 


AW207206 


Hs.136319 ESTs 


20.7 


314729 


AA457367 


Hs.191638 ESTs 


3.6 


314754 


AW026761 


Hs.134374 ESTs 


3.6 


314814 


BE350122 


Hs.1 57367 ESTs, Weakly similar to 178885 serine/th 


4.9 


314364 


AW971198 


Hs,294068 ESTs 


4.3 


3148B1 


A1095087 


Hs.152299 ESTs, Moderately similar to S65657 alpha 


3.7 


314682 


AA828032 


Hs,18907S ESTs 


3.1 


314981 


AW972359 


Hs.293334 ESTs 


3 


315006 


AI53B613 


Hs.29B241 Transmembrane protease, serine 3 


10.9 


315021 


AA533447 


Hs.312989 ESTs 


5.3 


315051 


AW292425 


Hs.163484 ESTs 


12.9 


315060 


AA551104 


Hs.189048 ESTs, Moderately similar So ALUCHUMAN ! 


5.8 


315073 


AW452948 


Hs.257631 ESTs 


4.2 


315080 


AA744550 


Hs.136345 ESTs 


3.7 


315175 


A1025842 


Hs.152530 ESTs 


6 




AW136134 


Hs. 220277 ESTs 




315193 


A1241331 


Hs.131765 ESTs, Moderately similarto I38937 DNA/R 


AA 


315196 


Ai367347 


Hs.44898 Homo sapiens clone TCCCTA00151 mRNA seqti 


8,2 


315198 


AI741506 


Hs.165900 ESTs, Weakly similar to ALU1_HUMAM ALU S 


3.6 


315240 


R38772 


Hs.172619 myelin transcription factor Mite 


3.4 


315263 


AW51O904 


Hs.220740 ESTs 


3.4 


315282 


AI222165 


Hs.144923 ESTs 


4.9 


315296 


AA876905 


Hs.125286 ESTs 


4 


315368 


AB037745 


Hs.104696 KIAA1324 protein 


4.7 


315397 


AA218940 


Hs.137516 fidgetln-like 1 


3.1 


315489 


AI378817 


Hs.191647 ESTs 


3.1 


315498 


AA628539 


Hs.1 16252 ESTs, Moderately similar !o ALU1_HUMAN A 


3.2 


315526 


AS193043 


Hs.1 28685 ESTs, Weakly similar to T17226 hypotheti 


4.1 
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60 



65 



315530 AW015415 


HS.1277B0 ESTs 


8.9 


315562 AA737415 


H5.152B25 ESTs 


5.5 


315634 AAB37035 


Hs.220585 ESTs 


6.3 


315647 M648933 


Hs.212911 ESTs 


3,6 


315707 AI418055 


Hs.161160 ESTs 


5.1 


315772 AW515373 


Hs.271249 Homo sapiens cDNA FU13580 fis, clone PL 


3,1 


315850 AW270550 


Hs.1 16957 ESTs 


3.8 


315858 AA737345 


Hs.294041 ESTs 


5 


315878 AA683336 


Hs.1 89045 ESTs 


3,1 


315977 AWS6S916 


Hs.151205 ESTs 


4.7 


315978 M830893 


Hs.119769 ESTs 


4.1 


315995 AI217477 


Hs.194591 ESTs 


4.1 


316012 AA764950 


Hs.11989B ESTs 


7 


316042 A1469960 


Hs.170698 ESTs 


4.9 


316052 AIS6279S 


Hs.136754 ESTs 


4.1 


316072 AW517524 


Hs.1 35201 N0D2 protein 


3.2 


316074 AW975114 


Hs.293273 ESTs 


3.8 


316100 AW203986 


Hs.213003 ESTs 


3.2 


316133 AI187742 


Hs.1 25562 ESTs 


3.7 


316177 AI904982 


Hs.293102 ESTs, Moderately similar to ALU1_HUMAN A 


307 


3161BS AI433540 


gb:ti69g05.x1 NCLCGAP_Kid11 Homosapien 


3.1 


316244 AI640761 


Hs.224988 ESTs 


3.5 


316303 AA740994 


Hs.209609 ESTs 


3.8 


316313 AA741300 


Hs.202599 ESTs, Weakly similar fo 138022 hypothoti 


4.4 


316364 AA747807 


Hs.149500 ESTs 


3.2 


316580 AA938198 


Hs.145123 poly(A) polymerase gamma 


9.4 


316697 AW293174 


Hs.252627 ESTs 


4.4 


316715 A1440266 


Hs.170673 ESTs, Weakiy similar to T24B32 hypotheti 


3 


316868 AI660898 


Hs.195602 ESTs 


3.2 


316869 AI954880 


Hs.134604 ESTs 


3.2 


316886 AA836331 


Hs.134981 ESTs 


4.4 


316897 AA838114 


Hs.221612 ESTs 


3.7 


316943 AW014875 


Hs.137007 ESTs 


4.6 


317069 AI732892 


Hs.190489 ESTs 


6.9 


317194 AW445167 


HS.126D36 ESTs 


4.1 


317360 AI125252 


Hs.126419 ESTs 


3.5 


317404 AIB0S867 


Hs.126594 ESTs 


5.1 


317452 AA972955 


Hs.135568 ESTs 


6.9 


317501 AI822034 


Hs,137D97 ESTs 


4.5 


317674 AW294909 


Hs.132208 ESTs 


4.3 


317803 AW664964 


Hs.128899 ESTs 


6.1 


317834 X56348 


Hs.287270 ret proto-onoogene {multiple endocrine n 


3,1 


317650 AI681545 


Hs.152982 hypothetical protean FU13117 


3.4 


317881 AIB27248 


Hs.22439S Homo sapiens oDMA FU11469 fis, clone HE 


9.6 


317902 AW102941 


Hs.211265 ESTs 


4.1 


317916 A1565071 


Hs.1599B3 ESTs 


10.3 


318042 AW294522 


Hs.149991 ESTs 


3.1 


318223 A1077540 


Hs.134090 ESTs 


3.9 


318327 AW294013 


Hs.200942 ESTs 


3 


318332 AI093930 


Hs.163440 Homo sapiens cDNA: FLJ21000 fis, clone C 


4.4 


318418 AF1 07493 


Hs.118498 Homo sapiens LUCA-15 protein mRNA, splic 


5.4 


31B558 AW402677 


Hs.146381 RMA binding motif protein, X chromosome 


4.4 


318625 AA526235 


Hs.193162 Homo sapiens cDNA FU11983 fis, done HE 


5.9 


318634 T49598 


Hs.156832 ESTs 


4 


318740 NMJJ02543 


Hs. 77729 oxfctfsed lowdensft/ lipoprotein (lectin 




316744 AI793124 


Hs.144479 ESTs 


17.8 


318781 F11802 


Hs.6818 ESTs 


3 


319191 NM.012391 


Hs.79414 prostate epilhe'ium-specific Ets iranscr 


3.6 


319478 A1524124 


Hs.270307 ESTs 


4.6 


319510 W88532 


H&254562 ESTs 


3.3 


319551 AA761668 


gb:nz24c08.s1 NCI_CGAP_GCB1 Homo sapiens 


3.2 


319745 T79366 


Hs.108258 aofi'n binding protein; macropfiin (microf 


3.3 


319834 AA071267 


gb:zm51g01.ri Stratagene fibroblast (937 


6.2 


319840 C19035 


Hs.164259 ESTs 


3,3 


319977 AA534222 


gb:nj21d02.s1 NCLCGAPJW1 Homo sapiens 


4.3 


320074 AA3211E6 


HS.27B233 ESTs 


. 3.4 


320167 AA9S4373 


Hs.90790 Homo sapiens cDNA: FLJ22930 fis, clone K 


4.1 
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50 



320416 


A1026984 


32058B 


U780S2 




N50617 


320654 


AI160015 ' 


320742 


AI601188 


32C832 


M214584 


320915 


AI359144 


321016 


BE144167 


321107 


AI732643 


321171 


AI769410 
AA610649 


321253 
321316 


AB033041 




AI432199 


321644 


AW975944 


321683 


AI471598 


321758 


U29112 


321811 
321828 


D80630 
R59890 


321910 


H67065 






32197B 


M77342 


322035 


AL137517 


322136 
322258 


AF075083 
BE265745 


322296 
322303 


W76326 
A1357412 




AW963372 


322520 


T55958 
AF147347 


322567 


AF155108 






322675 


AA017656 


322766 


AW068805 


322818 


AW0437B2 
AW248508 


322882 
322975 


C18391 


323091 


AI902456 


323131 


AK0020BB 


323168 


AL120862 


323244 


AW675572 






323332 
323333 


AI829520 
AV851680 


323335 
323645 


AI655499 
AW445014 
BE08105B 


323663 
323693 


AA317962 


323782 


AW961560 


323817 
323930 


AA410943 
AL043683 


323974 
324001 


AI825204 
AL044949 


324036 


AI47207B 


324261 


BE069341 


324285 


AA431159 


324296 
324305 


AI524039 
AA642007 


324432 
324585 


AA464510 
A1823969 


324593 
324603 


AW972227 
AW993522 


324631 


M937116 


324716 


BE169746 


324748 


AW974941 


324771 


AA631739 



Hs.167738 
Hs.80506 
Hs.1 18112 
Hs. 120910 
Hs.290167 
Hs.143688 
Hs.49994 
Hs.144151 
Hs.221461 



Hs.271530 
Hs.302058 
Hs.21851 
Hs.334473 



Hs.2 10761 
Hs.270124 
Hs.124165 
Hs,193620 
Hs.1 90642 

Hs.203558 
Hs.161712 
Hs.197746 
Hs.243023 
Hs.249721 
Hs.97600 

H3.8173 

Hs.211406 

Hs.116298 



S Homo sapiens cDNA FU14S32 fis, clone OV 
3 DEME-6 protein 



RNA polymerase II Iranscriplional regula 
small nuclear ribbnucfeoprotein polypept 



Homo sapiens cDNA: FLJ23031 fis, clone L 

hypothetical protein similar to RNA-blnd 

ESTs 

ESTs 

ESTs 

vang (van gogh, Drosophlla)-like 2 

ESTs 

ESTs 

ESTs 

ESTs 

gb:HUM091D02B Human fetal brain (TFujlwa 
nuclear receptor subfamily 1, group I, m 
ESTs, Weakly similar to ALU7_HUMAN ALU S 
Homo sapiens mRMA; cDNA DKFZp566CQ93 (fr 
Homo sapiens cDNA FLJ12900 fis, clone NT 
hypothetical protein DKFZp56401278 
gb:Homo sapiens full length Insert cDNA 
ESTs, Weakly similar to ALUC_HUMAM 111! 
gb:zd60dO4.r1SoaresJetaLheart_NbHH19W 



gb:yb35K)5,r1 Stratagene fetal spleen (9 
gb:Homo sapisns full length Insert cDNA 
Homo sapiens, Similarto R1KEN cDNA 2810 
ESTs 

gb:ze39h01.r1 Soares retina N2b4HRHomo 
Homo sapiens cDNA FLJ12280 fis, clone MA 
ESTs 

Homo sapiens cDNA FLJ14035 fis, clone HE 
gb:C16391 Ctontech human aorta polyA mRN 
ESTs, Weakly similar to I36022 Siypoiheti 
Homo sapiens cDNA FLJ11226 fis, clone PL 
programmed cell death 9 (POCD9) 



ESTs 
ESTs 
ESTs 

ESTs, Moderately similar to PC4259 fern 

ESTs 

BMP-R1B 

hypothetical protein FLJ10803 

ESTs 

ESTS 

ESTs 

gb:QV3-BT0381-270100-O73-c08 BT0381 Homo 
ESTs 



Hs.116359 ESTs 
Hs.1 5281 2 ESTs 
Hs,1 32678 ESTs 

Hs.1 639B6 Homo sapiens cDNA: FU22765 fis, clone K 
Hs.292934 ESTs 

Hs.293683 ESTs, Weakly similarto I54374 gene NF2 
Hs.1 2504 llkeiy ortholog of mouse Arkadia 
Hs.292385 ESTs, Weakly similar to I7B885 serine/lh 
Hs.335440 EST 
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324774 AI031771 


Hs.132586 ESTs 


4,2 


324823 


AW516704 


Hs.208726 ESTs 


3.4 


324824 


AI826999 


Hs.224624 


ESTs 


3.1 


324826 


AA704B06 


Hs.143842 ESTs, Weakly similar to 2004399A chramos 


4,4 


324961 


AA613792 




gb:no97h03.s1 NCl_CGAP„P(2 Homo sapiens 


3.9 
18.8 


324987 


AI375572 


Hs.172634 ESTs 


324994 


AI805416 


Hs.213897 ESTs 




325146 


AI064690 


Hs.171176 


ESTs 


4.2 


325372 






PI?asc2&3E>:ons 


4.4 


325544 






Phase 2 & 3 Exons 




327075 






Phase 2&3Exons 


3.8 


332798 
334223 






C22000007:g ! |i2314195|emb|CAB99338.1[(A 


4.3 






NM_005080*:Homo sapiens X-box binding pr 


26.2 


334447 






NM_012429*:Hoitid sapiens SEC14 {S. cerevi 


3.9 


335809 






NM_014509':Homo sapiens kraken-like (BK1 


10.1 


335824 






ENSP00000249072*: DJ222E1 3.1 (N-TERMIN AL 


20 ■ 


338255 






NM_014323*:Homo sapiens zinc finger prol 




409430 


R21945 


Hs.1 65975 


splicing factor, arglninefeerine-rich 5 


4 


428046 


AW812795 


Hs.1 55381 


ESTs, Moderately similar to I3B022 hypot 


4.6 


432558 


R97268 


Hs.177269 


ESTs 


3.2 


436808 AA731602 


Hs.1 20266 


ESTs 




448569 


BE382657 


Hs.21486 


signal transducer and activator of trans 


4.1 


453542 


AW836724 


Hs.339660 


Homo sapiens mRNA expressed only In plac 


3.7 




M97935 




AFFX control: STAT1 


3.2 




M97935 




AFFX control: STAT1 


3 




M55150 




fumarylacetoacetate 


3 




M 13755 




interferon stimulated protein; 15 Wa 


4.5 




AI052047 




ESTs 


6.7 




AA252033 




ESTs; Weakly similarto ill! ALU SUBFAMILY J 


3.2 




AA401739 




ESTs 


3.3 




H18459 




hepatocellular carcinoma associated protein; 


3 




R4S744 




ESTs 


4.2 




M31682 




inhibin; beta B (activin AB beta polypeptide) 


3 




AA416873 




ESTs 


3 




D80240 




HUM5G11A Human fetal brain (TFujiwara) Homo 


3.2 




R49590 




ESTs 

CH22_FGENES.678J 


16.8 








CH22_FGENES.619_7 


12.5 








CH22_FGENES.619_12 


11.3 








CH22 EM:AC005500,GEMSCAN.127 9 


9.2 








CH22_EM:AC005500,GENSCAN.304 2 


8.5 








CH22_FGENES.271J 


8.4 








CH22_FGENES.519_13 


8 








CH22_FGENES.271_7 


7.3 








CH22 FGENES.617J' 


7.2 








CH.07 hs #004473 


7.1 








CH22_FGENES.264_1 


6.B 




X03363 




HER2 receptor tyrosine kinase (c erbB 2; ERBB2; neu) 8.6 








CH22_FG=NES.617„9 


6.5 








CH.07 Js g'|5868264 


5.8 








CH.19_hsgi[5867439 
CH22_FGENES.83 


5.7 
5.3 








CH.17_hsgi|5867230 


5.1 








CH.20_hsgi|5552458 


5.1 








CH22 EMACOD5500.GENSCAN.14B22 
CH22 FGENSS.669J0 


4.7 
4.6 




AA034918 




KIAA102B protein 


4.6 








CH22 FGENES.48J2 


4.5 








CH22lFGENES.118_2 


4.5 




AF049589 




ESTs 


4.4 




M13955 




multiple UniGene matches 


4.3 








CH22_FGENES.619_8 


4.3 
4.3 




HG4126HT4396 


CH22_FGENES,137 


Zinc Finger Protein Hzf4 








CH22_FGENES.360_3 


4.3 








CH22_FGSNES.70SJ 


4.3 








CH.21_hsgi|5531965 


4.2 
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CH22_FGENES.48_18 
matrix metalbproteinase 14 (membrane Inserted) 
CH22_FGENES.271_6 
CH22_FGENES.617J 
CH22„FGENES.290_8 

.13 5 



Collagen, Type Viii, Alpha 1 4.1 



CH22„FGENE5,13 2 
CH.14_hsgi|6682474 
CH.02_hs gi!58Q775Q 
CH22_FGENES.617_8 

CH22_DJ32I10.GENSCAN.23 39 

CH22_FGENES.543_20 

CH22„EM:ACOO5500.GENSCAN,96 1 

CH22_FGENES.204_2 

CK22_FGENES.S19_4 

CH.16_hsgi|5867087 

EST cluster (not In UnlGene) 

CH22_EM:AC005500.GENSCAN.149 9 



CH22_FGENES.134 
CH.07_hsgi|6004478 
CH22_FGENES.360_1 

CH22_FGENES,6_2 
CH22_C20H12.GENSCAN.16 2 
CH22_C65E1GENSCAM.8 1 

s; Weakly similar to cis Golgi matrix 



Guanosine 5' Monophosphate Synthase 



Oncogene Ret/Ptc2, Fusion Activated 



Dna Binding Protein Ap 2, Alt. Splice 3 



CH22_DJ32K0.GENSCAN.1Sa 



CH22 FGENES.14 2 
ESTs r 
CH22_FGENES,226 7 



CH22_EM:AC005500.GENSCAN.209 12 
CH22_FGENES.271_3 
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TABLE 17A 

Table 17A shows the accession numbers for those pkeys lacking unigenelD's for Table 17. 
For each probeset, we have listed the gene cluster number from which the oligonucleotides 
were designed. Gene clusters were compiled using sequences derived from Genbank ESTs 
and mRNAs. These sequences were clustered based on sequence similarity using Clustering 
and Alignment Tools (DoubleTwist, Oakland California). The Genbank accession numbers 
for sequences comprising each cluster are listed in the "Accession" column. 



Pkey: Unique Eos probeset Identifier number 

CAT number Gene cluster number 
Accession: Genbank accession numbers 



Pkey CAT number Accession 



116845 
103207 
12S257 
102791 



30635.4 
182217J 
37IS6J 



M649530AA659316H64973 
X72790 



N99638 AW973750 AA328271 H90994 AA558020 M234435 N89599 R94815 

AFO80229 AF08O231 AFO80230 AFQ80232 AF080233 AF080234 BE550633 AI636743 AW614951 BE467547 AI6B0833 
AI633818 N29986 U87592 U87593 U87590 US7S91 S464Q4 U87587 AA463992 AW206802 AI970376 AI583718 AI6725: 



N25695 AWB65466 AIB1832B AA1261 28 AI480345 AW013827 AA248538 AI214968 M204735 AA207155 M206262 AA204833 
AW003247 AW496808 AK)80480 AI631703 AI651023 AI867418 AW818140 AA502500 AI206199 AI671282 AI352S45 BE501030 
AI652535 BE465762 AA206331 AW45186B AA47108B AA206342 AA204834 AA2Q8100 AW021651 AA332922 N66048 
AA703396 H92278 AW 139734 H92883 U875B9 U87695 H69001 U87594 BE466420 AI624817 SE46B611 AS206344 AA574397 
AA348354 AI493192 

AW450979 AA136653 M13B55B AW419381 AA98435B AA492073 BE168945 AA809054 AW23B03B BE011212 BE011359 
BE01 1367 BE01 1368 BE01 1362 BE01 1215 BE01 1 365 BE01 1363 



125572 142696J 

112631 17<S6257J R8204G R70934 
120742 176835.1 AA225084 AA302713 

105854 324239 1 AI31 1928 AA936030 T51931 AA609B16 AA487195 M664207 
109700 genbank>09609 F09609 
111532 genbank_R08440 R08440 
113936 genbank W81598 W81598 
113947 genbankJV84768 W84768 
124357 genbank_N22401 N22401 
108733 504187 1 AA121022 AA126422 
112303 genbank_R54797 R54797 
322136 46802J AF075083 H52291 H52528 
322295 47334J W76326 AFQ86341 W72300 
" ' D8063OD8O896D80895 

AW979268 AA87841S AA431342 AA431 628 
T5595BT57205AF147346 
AF147347T55426T55503 
AA017656 AA017374 AA019761 

AI829520 AI791 832 AA228414 AI791823 AA22921 1 AA22931 5 
AI433540 AA728964 AA8049B1 
1510563 1 C16391 C16413 

273265J BE069341 AW748403 AL044B91 AI908240 AA393OB0 
233566 1 AA410943AW948953AA334202AA332882 
128835 J T97905M1 01672 
376239 1 AA613792AW182329T05304AW858385 
2842E0 1 AW299459AA417112 
386364.1 AW629759 AW749955 AA633408 AI65 1 005 
357371J AA761 668 M573621 R92814 R0967O 
AA216387 T63543AA228676 
M071 267 T65940 T64515 AA071334 
M534222AA632632TB1234 
AA740616 M654S54 AA229923 
AA046309 AI263500 AA046397 

276 



322520 38916.1 

322521 38917.1 
322675 66787J 
323332 179142.1 

425440.1 



7 34524B.1 
3 179950.1 
1 103087.1 
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308106 AI476803 

338255 CK22 e856FG_UNK_EM:AC00 

335809 CH22_3181FG„617_6_LINK_EM 

335824 CH22J197FG_619_11_LINK_E 

307010 Al 1400 14 

307041 AM 44243 

305913 AA876109 

305917 AA876469 



325372 c12_hs 

325544 c12Jis 

33Z79B CH22_14FGX5_UNK_C4G1.G 

334223 CH22_15O7FG_360_4_LINK_EM 

327075 c21Jis 

334447 CH22_1748FG_387.Ji.INOM 

304782 AA582081 

313434 441798J W92070AW019952W92053 
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TABLE 17B 



Table 17B shows the genomic positioning for those pkeys lacking unigene ED's and 
5 accession numbers in Table 17. For each predicted exon, we have listed the genomic 
sequence source used for prediction. Nucleotide locations of each predicted exon are also 
listed. 

Ptey: Unique number corresponding to an Eos prooesat 

1 0 Ref: Sequence source. The 7 digit numbers in this column are Genbank Identifier (Gl) numbers. "Dunham I. et a!." refers to the publication 

entitled "The DNA sequence of human chromosome 22." Dunham I. etal,, Nature 
Strand: Indicates DNA strand from which exons were predicted. 

NCposition: Indicates nucleotide posiiions of predicted exons, 



Pkey Ref 

334447 Dunham, I. etal. 

335809 Dunham, I. et.al. 

335824 Dunham, I. etal. 

332798 Dunham, I. et.al, 

334223 Dunham, 1. etal. 

33B255 Dunham, I. et.al. 



232147-231974 

12734365-12734269 

15242294-15242231 

1117061-1117304 

171228-171286 

4041313-1041431 
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TABLE 18: Table 2 from BRCA 014 P 

Table 18 shows genes with atleast five times the expression in breast tumor tissue than is 
5 expressed in normal body tissues . 



Pkey: 
ExAccn: 

UnigeneD: Unigene number 
Unigene Title: Unigene gene title 
R1: Ratio of tumor to normal body tissue 



15 Pkey ExAccn UnigenelD Unigene Title 



50 



60 



101378 
101530 M29874 
101767 M81057 
10187B M97815 
103010 X52509 
104115 AF183810 
104825 AA035613 
107105 AW963419 
108B19 AA011449 
112287 AB0330S4 
112561 AI791493 
112637 R82331 
113206 BE26247Q 
113970 W27249 
114935 A1733881 
118925 N92293 
119905 AW449064 
121611 M31669 
129301 AF182277 
133976 A19Q8165 
134731 D89377 
300254 AW183518 
301884 AA312082 
302001 AB020711 
302067 BE542706 
302276 AW057736 
30229D AA179949 
302372 AL1 17406 
302365 AJ224172 
309177 AI951118 
309583 AW170035 
310781 AI3B0797 
311166 AI821005 
311935 AA216387 
312153 BE261944 
313326 AW449211 
313915 C18863 
314097 AA648744- 
31413B AA740616 
314506 AA833655 
314556 A1873274 
314691 AW207206 
315006 AI538613 
315021 M533447 
315051 AW292425 
315DS0 AA551104 



Hs.141883 
Hs.155223 
Hs.271627 
Hs.334806 
Hs.129873 
Hs.164599 
Hs.241471 
Hs.8109 
Hs.72472 
Hs.206832 
Hs.119571 
Hs.1735 
Hs.330780 
Hs.1 69946 
Hs.89404 
Hs.55610 
Hs.1 05445 
Hs.278346 
Hs.222399 
Hs.323910 
Hs.175563 
Hs.200102 
Hs.204096 
Hs.326736 
Hs.326736 
Hs.158992 
Hs.1 13599 

Hs.1 18625 
Hs.105445 
Hs.163443 
Hst269493 

Hs.206868 
Hs.190721 
Hs.136319 
Hs.298241 
Hs.312989 
Hs. 163484 
Hs.189048 



Hs.833 interferon-stimulated protein, 15 kDa 
Hs.1360 cytochrome P450, subfamily IIB (phenobar 
H 1 11 ^ l< idsse B1 (tissue) 
Hs.183650 cellular retinoic acid-binding protein 2 
Hs.161640 tyrosine aminotransferase 

opposite strand to trichorhirioprialangeal 
ESTs 

stanniocalcin 2 
ESTs 

KIAA1238 protein 

ESTs, Weakiy similar to A36036 cyiochrom 



5.4 
6.2 



RNB6 

hypothetical protein FLJ21080 

BMP-R1B mi 

ESTs, Moderately similar to ALU8_HUMAN A 1 9.7 

collagen, type 111, aipha 1 (Ehlers-Danl 8.4 

innibin, beta B (activln AB beta polypop 5.6 

cytochrome P450, subfamily IIB {phuuotar 6.2 

GATA-binding protein 3 (T-cell receptor 6.2 

msh {Drosoph'ia) homeo box homotog 2 5.8 

solute carrier family 30 {zinc transport 9.9 

GDNF family receptor alpha 1 5.7 

KIAA0904 protein 7.7 

CEGP1 protein 7.3 

HER2 receptor tyrosine kinase (c-erb-b2, 5.4 

Homo sapiens mRNA; cDNA DKFZp564N0753 (f 34.1 

ATP-blnding cassette transporter MRP8 6.7 

llpophilin B (uteroglobin family member) 13.8 

Homo sapiens breast cancer antigen NY-BR 17.3 

Homo sapiens breast cancer antigen NY-BR 57,6 

ESTs 10.2 

ESTs 10,8 

gb:nc16b02.s1 NCI_CGAP_Pr1 Homo sapiens 5.2 

hexokinase 1 5,2 

GDNF family receptor aipha 1 1 2.4 

Homo sapiens cDNA FU11576 lis, clone HE 26.3 

ESTs 6.3 

gb:ny97f11.s1 NC|_CGAP_GCB1 Homo sapiens 5.9 

Homo sapiens cONA FLJ14056 fis, clone HE 8.5 

ESTs 27.4 

ESTs 20.7 
se, serine 3 



ESTs 

ESTs, Moderately similar to ALUC_HUMAN I 



10.9 
5.3 
12.9 
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315196 AI367347 HS.4489B 

315530 AW015415 Hs.1 27780 

315634 AA8370S5 Hs,220585 

316012 AA764950 Hs.119898 

316177 AI904982 Hs.293102 

316580 AA93B198 Hs.146123 

317803 AW664964 Hs.123899 

317881 A1827248 Hs.224398 

318740 NM_002543Hs.77729 

318744 A1793124 Hs.144479 

320211 AL039402 Hs. 125783 

321107 AI732643 Hs.144151 

321644 AW975944 Hs.237396 

321978 N77342 Hs.21851 

322035 AL137517 Hs.334473 

322766 AW068805 Hs.2B8467 

322818 AW043782 Hs.293616 

322975 C16391 

323262 AL133990 Hs.19Q642 

323332 AI829520 

323817 AA4 10943 



324432 AA464510 Hs.152812 
324598 AW972227 Hs,16398S 
324603 AW993522 Hs.292934 
324987 AI375572 Hs.172634 
325544 

330388 Hs.46 
334223 



ESTs, Moderately similar to ALU1_HUMAN A 307 

poly(A) polymerase gamma 9.4 

ESTs 6.1 

Homo sapiens cDNA FU1 1469 fis, clone HE 9.6 

oxidised tow density lipoprotein (lecEn 7.3 

ESTs 17.8 

OEMe-6 protein 9.2 

ESTs 12.3 

ESTs 11.7 

Homo sapiens cDNA FLJ12900 fis, done NT 5 

hypothetical protein DKFZp56401 278 1 9 

Homo sapiers cDNA FLJ12280 fis, clone MA 5.2 

ESTs 7.6 

gb:C16391 Ciontech human aorla polyA mRN 16.5 

ESTs 10.5 

g b:wl19c06.x1 NCLCGAP JJH Homo sapiens 6.2 

BMP-R1B 8.4 
gb:QV3-BT0381-270100-073-c08BT03S1 Homo 49.4 

ESTs 16.5 

Homa sapiens cDNA: FLJ227Q5 fis, clone K 5 

ESTs 10.4 . 

ESTs 18,8 

Phase 2 & 3 Brans 5.7 

HER2 receptor tyrosine kinase (c-erb-b^ 6.6 

NM_005080*:Homo sapiens X-box binding pr 26 .2 

NM_014509*:Homo sapiens kraken-Ske (BK1 10.1 
ENSP00000249072*: D J222E 13. 1 (N-TERMiNAL 

ESTs; Weakly similar to CYTOCHROME P450 6.7 

CH22_EM:AC005500.GENSCAN,127 9 5.5 

CH22_FGENES.619_13 9.2 

CH22_F6ENES.617_9 8 

CH22JGENES.27U 6.5 

CH22_FGENES.619_7 7,3 

CH22_FGENES.271„8 12.9 

CH22 FGENES.619J2 8.4 

CH22_EM:AC005500.GENSCAN,304 2 11.3 

CH.07_hsgi(8004473 8.5 
CH22_FGENES.617_7 



CH22_FGENES.676_5 



7.2 
16.8 
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TABLE 18A 

Table ISA shows the accession numbers for those pkeys lacking unigenelD's for Table 18. 
For each probeset, we have listed the gene cluster number from which the oligonucleotides 
were designed. Gene clusters were compiled using sequences derived from Genbanlc ESTs 
and mRNAs. These sequences were clustered based on sequence similarity using Clustering 
and Alignment Tools (DoubleTwist, Oakland California). The Genbank accession numbers 
for sequences comprising each cluster are listed in the "Accession" column. 

Pkey: Unique Eos probeset Identifier number 

CAT number: Gene cluster number 
Accession: Genbank accession numbers 

Pkey CAT number Accession 

323332 179142J AI82B520 AJ791832AA228414 AI791823 AA22B21 1 AA229315 

322975 1510563 1 C1G391 C16413 

324261 273265 1 BE069341 AW748403AL044891 AI908240 M3930BO 

323817 233566J AA410943AW948953AA334202AA332882 

311935 174129J AA216387 T63548AA228B76 

314138 1799B0J AA740616 AA654854 AA229923 

335809 CH22_3181FG_617_6_LINK_EM 

335824 CH22_3197FG_619_1UINKJ 

325544 d2jis 

334223 CK22JS07FGJE0,4J_INK_EM 
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TABLE 18B 

Table 18B shows the genomic positioning for those pkeys lacking unigene ID's and 
5 accession numbers in Table 18. For each predicted exon, we have listed the genomic 
sequence source used for prediction. Nucleotide locations of each predicted exon are also 
listed. 

1 0 Ptey. Unique number corresponding to an Eos probeset 

Ref: Sequence source. The 7 digit numbers in this column are Genbank Identifier (Gl) numbers, "Dunham ). et al." refers to the publication 

entitled "The DNA sequence of human chromosome 22." Dunham I. et a)., Nature (1999) 402:489-495. 

Strand: Indicates DNA strand from which exons were predicted. 

^ Ntjposition: Indicates nucleotide positions of predicted exons. 

Pkey Ref Strand Mtposition 

335809 Dunham, I. etal. Plus 26310772-26310909 

20 335B24 Dunham, l. etal Plus 

334223 Dunham, I. etal. Minus 

325544 6582452 Plus 
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TABLE 19: 1045 GENES UP-REGULATED IN BREAST CANCER 
COMPARED TO NORMAL ADULT TISSUES 

5 Table 19 shows 1045 genes up-regulated in breast cancer compared to normal adult tissues. 
These were selected from 59680 probesets on the Afrymetrix/Eos-Hu03 GeneChip array such 
that the ratio of "average" breast cancer to "average" normal adult tissues was greater than or 
equal to 2.5. The "average" breast cancer level was set to the 90 th percentile value. The 
"average" normal adult tissue level was set to the 90 th percentile value amongst 144 non- 
10 malignant tissues. In order to remove gene-specific background levels of non-specific 

hybridization, the 15 th percentile value amongst the 144 non-malignant tissues was subtracted 
from both the numerator and the denominator before the ratio was evaluated. 



Pfcey: Unique Eos probeset Identifier number 

ExAccn: Exemplar Accession number, Genbank accession number 

UnigenelD: Unigene number 

Unigene Title: Unigene gene title 

R1 : Ratio of tumor to normal body tissue 



Pkey ExAccn UnigenelD UnigeneTitle 



408591 AF0152Z4 
406964 M21305 
400291 AA401369 
407277 AW170D35 
44974S AI668594 



400292 AA250737 
427585 D31152 
408045 AW136959 
407178 AA195651 
407377 C16391 
450705 U90304 
407212 AA412108 
428648 NMJJ00230 
404561 



435496 AW640171 

453160 AI263307 

420813 X515Q1 

415989 AI267700 

422505 AL120862 

424399 AI905587 

423575 C18863 

429441 AJ224172 

431474 AL133990 

448595 AB014544 

427217 AA399272 
402578 



Hs,190721 
Hs.326736 
Hs.176588 

Hs.72472 
Hs, 179729 
Hs.245123 
Hs.104106 



Hs.172634 

Hs.8850 

Hs.1473 

Hs.265398 

Hs.239884 

Hs.99949 

Hs.3175B4 

Hs.124165 

Hs.2533 

Hs.163443 

Hs.204096 

Hs.190642 

Hs.21572 

Hs.144341 



424634 NM_003613 
456207 AA193450 
424086 AI351010 



mammaglobin 1 1c 

gb:Human alpha satellite and satellite 3 71 

ESTs 6£ 

Homo sapiens breast cancer antigen NY-BR 54 

ESTs. Weakly similar to CP4Y_HUMAN CYTOC 46 
gb:QV3-BT0381-270100-073-c08 BT0381 Homo 44 

BMP-R1B 37 

collagen, type X, alpha 1 (Schmid metaph 35 

ESTs 31 

ESTs 3C 

gb:C16391 Ctontech human aorta polyA mRN 27 

Iroquois hbmeobox protein 5 2t 

ESTs 25 

lepijn (murine obesity homotog) 21 

trKhortiinophalangeal syndrome I (TRPS1 ) 21 

gb:zf12»1.s1 Soares_fetal_heaft.NijHH19W 1£ 



doma 1 

gastrin-reteasing peptide 1 

ESTs, Weakly similar to transformation-r 1 

H2B histone family, member L 1 

prolactin-induced protein 1 

ESTs 1 

programmed cell death 9 (POCD9) 1 

aldehyde dehydrogenase 9 family, member 1 

Homo sapiens cDNA FU11576 lis, clone HE 1 

lipophilin B (uteroglobin family member) 1 

ESTs 1 

K1AA0644 gene product 1 

ESTs 1 

C1001134:gi|2117372lpirl|l65981 fatty ao 1 

H2A histone family, member A • 1 

cartilage Intermediate layer protein, nu 1 
gb:zr40e07.rf Soares„f\!hHMPu_S1 Homo sapi 1 

lysyl oxidase 1 

gb;zkl5e04.s1 Soares_preghant_utenjs_NbH 1 
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35 



41620B AW29116S 

429170 NM.001394 

407276 AI951118 

434377 AW137148 

448390 ALD35414 

452401 NMJ07115 

421037 AI684808 

452461 N78223 

443348 AWB73596 

421155 H87B79 



Hs.41295 ESTs, Weakly similar to MUC2 JHUMAN MUCIN 1 1 ,5 



447268 AI370413 
447033 AI357412 
400295 W72838 
424905 NMJ02497 
432441 AW292425 
427365 AI873274 
43B950 H23789 
422835 BE21S705 
425692 D90041 
411869 W20027 
439820 AL360204 
445730 AI624342 
459583 AI907673 
452744 AI267652 
432596 AJ224741 
400297 AI127076 
449448 D60730 
423945 AA410943 



Hs.326736 
Hs.306593 
Hs.2106S 
Hs.29352 
Hs.197653 
Hs.108106 
Hs. 182278 
Hs.102267 

Hs.22972 

Hs.36563 

Hs.157601 

Hs.2533 

Hs.153704 



424735 



405654 t 

41B6D1 / 

451110 A 

408771 A 

409041 A 

40 442353 B 

451561 r- 

424001 V 



45 405095 
419296 
447164 
413472 
416747 

50 415385 
434424 



U31875 
U23752 
AF026944 



AW876523 
R17798 
A1811202 
AF044197 
406687 M31126 
400285 NA 
55 437207 T275D3 

427119 AW8B0562 
429534 AW9769B7 
433426 H69125 
411078 AI222020 
60 426214 H59846 
447475 AI380797 
415263 AA94B033 
439569 AW602166 
414142 AW368397 
65 426261 AW242243 
444783 AK001468 
445885 AI734009 



Hs.190721 
Hs.144530 
Hs.121378 
Hs.155956 
Hs.23439 



Homo sapiens breast cancer antigen NY-BR 
Homo sapiens cDNA FLJ11382 fis, clone HE 
hypothetical protein 

tumor necrosis factor, alpha-induced pro 
programmed cell death 9 (PDCD9) 
transcription factor 

calmodulin 2 (phosphorylase kinase, delt 
iysyl oxidase 

NM_024626:Homo sapiens hypothetical prat 
hypothetical protein FLJ13352 
hypothetical protein FU2241 8 
ESTs 

aldehyde dehydrogenase 9 family, member 
N IMA (never w mitosis gene a)-rela!ed k 
ESTs 
ESTs ■■ 



meialiotiiionein-llke 5, testis-specific 9. 

N-acetyltransferasa 1 (arylamine N-acely 9. 

ESTs 9. 

Homo sapiens mRNA full length insert cDN 9. 

Hs, 170042 ESTs 9. 

gb:IL-BT152-0B0399-OO4 BT152 Homo sapieri 9. 

Homo sapiens mRNA; cDNA DKFZp434E082 (fr 9. 



Hs.3O504 
Hs.278461 
Hs.334473 
Hs.57471 



hypothetical protein DKFZp56401278 
ESTs 

ss ovary tumor NbHOTH 



Hs.272499 
Hs.32964 
Hs.293797 

Hs,86368 
Hs.265393 
Hs.47584 

HsJsooet 

Hs.49136 
Hs.177403 
Hs.137476 



HS.1345B5 

Hs,1207B5 
Hs.17518 
Hs.75379 
Hs.15929 
Hs.7535 



Hs.15929 
Hs.114574 
Hs.163327 



Hs.168670 
Hs.62180 
Hs, 127699 



short-chain alcohol dehydrogenase family 
SRY (sex determining region Y)-box 1 1 
ESTs 

C12001521:gi|7513934|pir|lT31081 cca3 pr 
calmegin 

ESTs, Weakly similar to transformation-r 
potassium voltage-gated channel, delayed 
KIAA1199 protein 

ESTs, Moderately similar to ALU7_HUMAN A 
ESTs 

paternally expressed 10 

protein tyrosine phosphatase, receptor t 

DKFZP434G232 protein 

Target Exon 

ESTs 

Homo sapiens cig5 mRNA, partial sequence 
solute carrier family 1 (glial high affi 
hypothetical protein FLJ 1 291 0 
COBW-like protein 

Homo sapiens cDNA: FU23523 fis, clone L 
small Inducible cytokine B subfamily (Cy 
matrix meteloprotelnase 1 1 (MMP1 1; stro 
Eos Control 

hypothetical protein FLJ 12910 
ESTs 

ESTs, Weakly similar to 2109260A B cell 
ESTs 

CocoaCrisp 

ESTs, Moderately similar to ALU7_HUMAN A 

ESTs 

ESTs 

CEGP1 protein 

Homo sapiens cDNA FU14438 fis, clone HE 
peroxisomal famesylated protein 
.... ... ' ' ' act 



KIAA1603 protein 
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429432 AIS78059 Hs.202675 synaptonemal complex protein 2 6.9 

410781 AI375672 Hs,165028 ESTs 6.9 

443768 AI732B43 Hs.144151 ESTs 6.9 

421373 AA808229 Hs.167771 ESTs 6.8 

5 451398 AI793124 Hs.144479 ESTs 6.8 
404253 NMJ21058';Hditid sapiens H2B histane fami 6.8 

441098 AI015591 Hs. 131004 ESTs, Weakly similar to T1 7227 hypotheil 6.7 

426215 AW963419 Hs.155223 stanniocalcin 2 6.6 

428227 AA321649 Hs.2248 small Inducible cytokine subfamily B{CX 6.6 

10 422956 BE545072 Hs. 122579 hypothetical protein FLJ1 0461 6.6 

411111 AW818127 gb:CM1-ST0277-061299-059-b07ST0277 Homo 6.6 

434988 AI418055 HS.16116D ESTs 6,8 

442580 AI733682 Hs.1 30239 ESTs 6.6 

449611 AI970394 Hs.1 97075 ESTs 6.6 

15 406000 L116S0 Hs.620 bullous pemphigoid antigen 1 (230/240kD) 6.5 

420757 X78592 Hs.99915 androgen receptor (dihydrotestosterone r 6.5 

431089 BE041395 Hs.283675 ESTs, Weakly similar to unknown protein 6.5 

400301 X03635 Hs.1657 estrogen receptor 1 6.5 

427356 AW023482 Hs.97849 ESTs 6.5 

20 425704 U79293 Hs.1 59264 Human clone 23948 mRNA sequence 6.4 

441134 W29092 Hs.7678 cellular retinolc acid-binding protein 1 6.4 

424902 MM 003866 Hs.1 53687 Inositol polyphosphate-4-phosphatase, fy 6.4 

448S93 AW004854 Hs.228320 hypothetical protein FLJ23537 6.4 

"431448 AL137517 Hs.334473 hypothetical protein DKFZr>56401278 6.2 

25 444342 NMJM398 Hs.10BB7 similar to lysosome-associated membrane 6.1 

422168 AA586894 Hs,112403 S100 calcium-binding protein A7 (psorias 6.1 

453331 AI24DS65 Hs.8895 ESTs 6,1 

418007 M13509 Hs.83169 matrix metaifoproleinase 1 (MMP1; inters 6.0 

441233 AA972965 Hs.135568 ESTs 6.0 

3 0 418092 R45154 Hs.106604 ESTs 6.0 

430044 AA464510 Hs.152812 ESTs 5.9 

432837 AA3 10693 Hs.87329 HSPC072 protein 5.9 

433285 AW975944 Hs.237396 ESTs 5.9 

450701 H39960 Hs.288467 Homo sapiens cDNA FLJ12260 fa, clone MA 5.9 

35 425707 AF115402 Hs.1 1713 E74«e factor 5 (ets domain transcript 5.9 

410785 AW803341 gb:IL2-UM0079-O90300-050-D03 UM0D79 Homo 5.9 

425398 AL049669 Hs.156369 hypothetical protein similar to tenascin 5.9 

414812 X72755 Hs.773S7 monokine induced by gamma interferon 5.8 

459371 R2Q991 gb:yg06h01.r1 Scares infant brain 1MB H 5.8 

40 411284 N28519 Hs.135191 ESTs, Weakly similar to unnamed protein 5.8 

453511 AL031224 Hs.33102 transcription factor AP-2 beta {acHvati 5.8 

451807 W52854 Hs.27099 hypothetical protein FU23293 similar to 5.7 

430510 AW162916 Hs.241576 hypothetical protein PR02577 5.7 

415539 AI7338S1 Hs.72472 BMP-R1B 5.6 

45 438199 AW018531 Hs.122147 ESTs 5.6 

417866 AW0B7903 Hs.82772 collagen, type XI, alpha 1 5.5 

430019 AA463893 Hs.220933 ESTs 5.5 

439809 R41393 Hs.101774 hypothetical protein FU23Q45 5.5 

423811 AW299598 Hs.5DB95 homeoboxC4 5.4 

5 0 434539 AW748078 Hs.214410 ESTs, Weakly similar to MUC2„HUMAN MUCIN 5.4 

439138 AI742505 Hs,193536 ESTs 5.4 

453931 AL121278 Hs.25144 ESTs 5.4 

444078 BE246919 Hs.10290 U5 snRNP-specifis 40 kOo protein (hPrpB- 5.4 

447102 BE1S7434 Hs.98471 ESTs, Weakiy similar to T18712 hypothcti 5.4 

5 5 451621 AI879148 Hs.26770 fatty acid binding protein 7, brain 5.4 

42523S AW0678D0 Hs.155223 stanniocalcin 2 5.3 

4214B4 AA291553 . Hs.190086 ESTs 5.3 

450736 AW97O06O gb:EST382140 MAGE resequences, MAGK Homo5.3 

4280B5 AA421081 Hs.1 2388 ESTs 5.3 

60 452B3B U65011 Hs.30743 preferentially expressed antigen In mela 5,3 

445424 AB02B945 Hs.12596 cortactin SH3 domain-binding protein 5.3 

456938 X52509 Hs.1 61 640 tyrosine aminolnansferase 5.3 

422867 L32137 Hs.1584 cartilage oligorneric matrix protein (COM 5.2 

438167 R26363 Hs.24266 ESTs 5.2 

65 433330 AW207084 Hs.132816 hypothetical protein MGC1 4301 5.2 

449765 N92293 Hs.206B32 ESTs, Moderately similar to ALU8J1UMAN A 5.2 

418276 U41060 Hs.7913B UV-1 protein, estrogen regulated 5.2 
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400300 X03363 
418004 U37519 
439840 AW449211 
426771 Afi028692 
455047 AW852530 
419169 AW851930 
453197 AI916269 
400298 AA032279 
431023 AI283133 
427665 AI791495 
427718 AI796680 
434531 M642007 
429220 AW207206 
405494 NA 
452930 AW1 95255 
444910 AI201B49 
453310 X70697 
444381 BE387335 
450603 R43646 
416575 W02414 
438504 AW665281 
416209 AA236776 
428804 AK000713 
420D77 AW512260 
450480 X82125 
437637 AJ003029 
431808 M30703 
418836 AI655499 
442441 AI820662 
435635 AF220050 
400286 NA 
407506 U71600 
420026 AI831190 
441377 BE218239 
457726 AI217477 
412785 AW997556 
428368 BE44Q042 
436026 AI349764 
409110 AA191493 
400284 NA 
410102 AW24B508 
407819 R42185 
430436 8E062109 
42289S AW961489 
453616 NMJ03462 
427427 AF077345 
421751 AW813731 
454074 R63503 
405718 

444649 AW207523 
429431 240313 
427811 M81057 
447342 AI199268 
430345 AK0QD282 
454307 AW855717 
400303 AA24275B 
438160 AA808189 
451340 AW93S273 
458711 AL036877 
457430 AA514660 
416030 H15261 
447233 AW246333 
445537 AJ245671 
424590 AW966399 
432374 W68815 
423833 AW503329 
405747 AI925153 



Hs.87539 
Hs.105445 
Hs.193143 

Hs.262346 
Hs.109057 
Hs.61635 
Hs.297420 
Hs.180142 
Hs.25933 
Hs.116369 
Hs.136319 



Hs.553 

Hs.283713 

Hs.12422 

Hs.3838'3 

Hs.224625 

Hs.79078 

Hs. 193736 

Hs.87767 

Hs.2504O 

Hs.65792 

Hs.270833 

Hs.161712 

Hs.129593 

Hs.181385 



HER2 receptor tyrosine kinase (c-erb-b2, 5.2 

aldehyde dehydrogenase 3 family, member 5.2 

GDNF family receptor alpha 1 5.2 

KIAA1069 protein 5.2 
gb:PM1-CTO243-O71099-001-g06 CT0243 Homo5.2 

ESTs, Weakly similar to S72482 hypotheti 5.2 

ESTs, Weakly similar to ALU5_HUMAN ALU S 5.1 

six transmembrane epithelial antigen of 5.1 

ESTs 5.1 

calmodulin-like skin protein 5,1 

ESTs 5.1 

ESTs 5.1 

ESTs 5.1 

C2001837*:gl[12697903|dbj|BAB21770.1 [ (A 5.1 

ESTs, Weakhr similar to 138022 hypotheti 5.1 

gb:qs76g04.x1 NCLC6APJ>i28 Homo sapiens 5.1 

solute earner family 6 (neurotransmitte 5.0 

ESTs, Weakly similar to S64054 hypotheti 5.0 



5.0 



MAD2 (mitotic arrest deficient, yeast, h 
hypothetical protein FU20706 
ESTs 

zinc finger protein 239 
syntraphin, gamma 2 

amphiregulin (schwannoma-derived growth 

ESTs 

ESTs 

uncharacterized hematopoietic stem/proge 
C16000922:gi[7499103|pir|[T2O903hypothe 
gb:Human zinc finger protein zfp31 (zf31 



Hs.194591 
Hs.78521 
Hs.83325 
Hs.217081 
Hs.46778 

Hs.279727 
Hs.274803 
Hs.241551 
Hs.154116 
Hs.33846 
Hs.177936 
Hs.159153 
Hs.25419 

Hs.197628 
Hs.106330 
HS.180BB4 
Hs.19322 
HS.2396B1 



Hs.128443 
Hs.21948 
Hs.17901 
Hs.12844 
Hs.46821 
Hs.301885 



KIAA171 7 protein 4.8 

matrix melalloproteinase 3 (stromelysin 4.7 

ESTs 4.7 

niban protein 4,7 

estrogen receptor 1 4.7 

Homo sapiens cDNA FU14035 (is, done HE 4.7 

ESTs 4.7 

chloride channel, calcium activated, fam 4.7 

ESTs 4.7 

dyneln, axonemal, light intermediate pol 4.7 

ESTs 4.6 

ESTs, Moderately similar to S65657 alpha 4 .6 

ESTs 4.6 

C4000799 4 :gi|3330365ldb[|BAAB6508.1l (AS 4.6 

ESTs 4.6 

Homo sapiens clone IMAGE:23371 , mRNA seq 4.6 

carboxypeptidaseBI (tissue) 4.6 

Homo sapiens, Similar to RIKEN cDNA 2010 4.6 

hypothetical protein FLJ20275 4,6 
gb:RC1-CT0279-081299-O13-b01 CT0279 Homo 4.6 

UV-1 protein, estrogen regulated 4.6 

. ESTs 4.6 
gb:QV0-DTOO20-fl9O20O-107-g07 DT002D Homo 4.6 

4^6 



Homo sapiens, clone 1MAGE:39370 15, mRNA, 4.6 

EGF-like-domain, multiple 6 (EGFL6) 4.5 

hypothetical protein FU20086 4.5 

Homo sapiens cDNA FU11346 fls, clone PL 4.5 

gb:UI-HF-BN0-akx-e-O2-0-Ul.r1 NIH_MGC_50 4.5 

Hs.217493 annexinA2 4.5 
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412102 H56435 

431716 D89053 

411050 AW814902 

401418 NA 

43S194 AKOQ1074 

435211 AK0G15B1 

414080 AA135257 

424115 AA335497 



442117 
452784 
432731 
410534 
405196 
430217 
401793 
415747 
423679 
400236 
425627 
40D608 
458634 
407771 



407162 
419536 
454359 



409757 
413043 
413499 



AW6G4964 
BE463857 
R31178 



rISoares fetal liver spleen 4.5 

2 fatty-acid-Coenzyrne A llgase, long-chain 4.5 
gb:MR1-STO2O6-120400-O22-f0B ST0206 Homo 4.5 

C14000338 4 :gl|7459502|pir||S74655 outer 4.5 

Hs.333435 Homo sapiens cDNA FU10212 (is, clone HE 4.5 

Hs.334828 hypothetical protein FLJ10719; KIAA1794 4.4 

Hs.47783 B agg ressive lymphoma gone 4.4 

Hs.293965 ESTs, Weakly similar to I38022 hypotheti 4.4 

Hs.257924 hypothetical protein FLJ 1 3782 4.4 

Hs.123899 ESTs 4.4 

Hs. 151 256 hypothetical protein FLJ210S2 4.4 

Hs.287820 fibronectlnl 4.4 
gb;QVO-NN1071-28040D-207-g07 NM1071 Homo4.4 

C200QS62*:g!]7512792|pir||T12482 hypothe 4.4 

Hs.336901 ribosomal protein S24 4.4 

C17001545:gi|5360127|gb|AAD42882.1|AF155 4.4 

gb:EST94257 Activated T-cells ! Homo sap 4.4 

Hs.1 31454 KIAA0505 protein 4.4 

C19000274';gl]12741327|ref|XPJ0BB33,2| 4.4 

Hs.297007 membrane-bound transcription factor prot 4.4 

C10001899;gi|750B633)pirl|T25392 hypothe 4.4 



AA603305 

N71277 

M102670 

AI266484 

AA291377 

AA033714 

NM_001B9B 



Hs.103070 
Hs.42586 
Hs,142634 



Target Exan 
Target Exon 



4.3 



Hs.70725 
Hs.31570 
Hs.50831 
Hs.287629 
Hs.123114 



405992 S82472 

404285 NA 

425247 NMJJ0594Q 

42B046 AW812795 



421147 AW592167 

426451 A1908165 

415227 AW821113 

452176 AA02453B 

452B62 AW3780S5 

443646 AI08519B 



4246B7 J05070 
430009 M894564 
434469 AA634806 
4513B1 BE241B31 
450229 R1B717 
455700 BE068115 
431924 AK000B5O 
4388B5 AI8B6558 
401451 

431676 AI6B5464 
409092 AI735283 
429270 W60379 
443903 AI220547 
427122 AW057736 
41D275 UB5658 
432912 BE007371 



KIAA1S60 protein 4.3 

zinc linger protein 4.3 

gb:np12d11,s1 NCLCGAP_Pr3 Homo sapiens 4.3 

gb:za36e03.5l Scares fetal liver spleen 4.3 

gamma-aminobutyric acid (GABA) A recepto 4.2 

ESTs, Weakly similar to KIAA1324 protein 4.2 

ESTs 4.2 

hypothetical protBln FU14260 4.2 

cystatinSN 4.2 

gb:IL2-HT0397-071299-024-F02 HT0397 Homo 4.2 
gb;CMO-HT0182-041099-065-e11 HT0182 Homo4.2 

ESTs, Moderately similar to A46010 X-lin 4.2 

diubiquitin 4.2 

g b:beta -pol=DNA polymerase beta {exon a 4.2 

C6001909:gi|704441|dbjiBAA18909.1| (D298 4.2 

mairix metaitoproteinase 1 1 (MMP1 1 ; slro 4.2 

ESTs, Moderately similar So I38022 hypot 4.2 

Hs.2b2bi: prolactin receptor 4.2 

Hs.293299 ESTs 4.2 

Hs,169946 GATA-bindlng protein 3 (T-cell receptor 4.2 

Hs.72402 ESTs 4.2 
Hs.282990 
HS.86B7 
Hs.164226 E 
Hs.158244 K 
Hs.151738 n 

Hs.22242 ESTs 4.1 

gb:ab28c02.r1 Stratagwe lung (937210) H 4.1 

Hs.172330 hypothetical protein MGC2705 4,1 

Hs.8929 hypothetical protein FLJ 1 1 352 4.1 
gb;CM1-BT0358-061299460-g07 BT0368 Homo4,1 

Hs.272203 ■ Homo sapiens cDNA FU20843 fis, clone AD 4.1 

Hs.1849B7 ESTs 4.1 

NM_004496*:Homo sapiens hepatocyte rmcle 4.1 

gb:ft88f04.x1 NCI_CGAP„Pr28 Homo sapiens 4.1 

Hs.172608 ESTs 4.1 

Hs.57773 ESTs 4.1 

Hs.135223 ESTs - 4,1 

Hs.323910 HER2 receptor tyrosine kinase (c~erb-b2, 4.1 

Hs.61796 transcrtpBon factor AP-2 gamma (actlvat 4.1 

Hs.200313 ESTs 4.1 
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403585 

43S295 AI394151 
420380 AA640a91 
431118 BE264901 
5 416182 NM_004354 
418994 AA296520 
400555 

410079 1)94362 
427674 NWLQ03528 

10 427131 AA448460 
439759 AL35905S 
429353 AL1 17406 
421296 NMJD02666 
418819 AA22B776 

15 424188 AW954552 
455431 AW9384B4 
404142 MA 
441143 A1027604 
444540 AI693927 

20 415579 AA165232 
452891 N75582 
414605 BE390440 
452281 T93500 
417601 AA4173B3 

25 446232 AI281848 
447377 X77343 
437854 AH 19723 
446140 AA356170 
452240 AI591147 

3 0 459574 AI741122 
458673 N99626 
444858 AI199738 
452166 AI948607 
452681 AF153330 

3 5 450192 AA263143 
406554 NA 
416259 AA573006 
445813 Z42023 
451024 AA442176 

40 413930 M86153 
401781 

415296 F05086 
452564 AA026777 
442500 AI819068 

45 419759 Z21336 
42463B A1472106 
439699 AF086534 
428042 AA419529 
452501 AB037791 

5 0 453049 BE537217 
443213 BE568414 
4434B9 AI073512 
455092 BE15Z42B 
401785 

5 5 426427 M86699 
446009 AI989885 
436033 H75391 
451067 BE172186 
419348 AA236645 

60 444635 Al 184268 
412140 AA219691 
403593 NA 
442323 AW0 16669 
419B54 AW664873 

65 433871 W02410 
445253 AS217S28 
409542 AA503020 



Target Exon 



Hs.58589 

Hs.2178 

Hs.1 12017 

Hs.67709 

Hs.200102 

Hs.103253 

Hs.191721 

Hs.142634 



9 ESTs 



Hs.26750 
Hs.61232 
Hs.101810 



Hs.75618 

Hs.328142 

Hs.209122 
Hs.135411 
Hs49303 
Hs.187561 
Hs,76391 
Hs.29716 
Hs.30343 
Hs.145497 



Hs.169840 
Hs.231926 
H5.25574B 

Hs.98274 
H5.339B65 
Hs.73625 



ESTs 4.1 

carbonic anhydrase VIII 4,1 

cyclln G2 4.1 

seleclln E (endothelial adhesion molecul 4.1 

Targe! Exon 4.1 

glycogenin 2 4.0 

H2B hislone family, member Q 4,0 

GE36gene 4.0 

Homo sapiens mRN A full length insert cDN 4.0 

ATP-blnding cassette transporter MRP8 4.0 

perilipln 4.0 

ESTs 4.0 

zinc finger protein 4.0 
ghCMO-DT0057-29D200-253-dQ6 DT0057 Homo4.0 

4.0 
4.0 

ESTs, Weakly similar to DYH9JHUMAN CILIA 4.0 
gb:601283601F1 MIH_MGC_44 Homo sapiens c 4.0 

Homo sapiens cDNA FLJ1 1041 fis, clone PL 4.0 

integrin, beta-like 1 (with EGF-liko rep 4.0 

retinoic acid Induced 3 4.0 

transcription factor AP-2 alpha (acfivat 4.0 

gb:DKFZp761A2124 r1 761 (synonym: hamy2) 4.0 

hypothetical protein FLJ21908 4.0 

ESTs 4.0 

Homo saplans cDNA FLJ14232 fis, clone NT 4.0 

gb:za39d1 1 ,r1 Soares fetal iiver spleen 4,0 

ESTs, Weakly similar to ALUA_HL5MAN ill! 4,0 

ESTs 4.0 

solute carrier family 1 9 (thiamine trans 3,9 

RAD51-interacting protein 3.9 

Target Been 3.9 

ESTs 3.9 

atanine-glyoxyiate aminotransferase 2-II 3.9 

gb a 63! 33,r1 Soares total fettis_Nb2HF8^ 3.9 

RAB1 1 A, member RAS oncogene family 3.9 

Target Exon 3.9 

ESTs 3.9 

gb:ze93c11.r1 Soares JetaLheartNbHHW 3.9 

ESTs 3.9 

actin related protein 3,9 

Homo sapiens cDNA FLJ116B3 fis, clone HE 3.9 

ESTs, Moderately similar to ALU 1JHUMAN A 3.9 

myxovtrus (influenza) resistance 1 , homo 3.9 

hypothetical protein FLJ1 0980 3.9 

ESTs 3.9 

Homo sapiars cDNA: FU22097 fis, clone H 3.9 

ESTs 3.9 
gb;CN'.0-HT0323-1 51299-126-M4 HT0323 Homo3.9 

NM J)02275':Homo sapiens keratin 15 (KRT1 3.9 
TTK protein kinase 



3.9 

ESTs 3.9 
gb:MRO-HT0559-110300-005-h11 HT0559 Homo3.8 
ESTs 3.8 
ESTs 3.8 
RAB6 interacting, kinesin-like (rabkines 3.B 
Target Exon 3.8 
ESTs 3,8 
Homo sapiens PAC clone RP5-1087M19 from 3.B 
ESTs 3.8 
ESTs 3.8 



hypothetical protein FLJ22418 



3.8 



288 



WO 02/059377 



PCT/US02/02242 



443152 T49951 Hs.9029 DKFZP434G032 protein 3.8 

458194 AW383618 Hs.265459 ESTs, Moderately similar to ALU2_HUMAN A 3.8 

422475 AL359938 Hs.117313 Mels (mouse) homolog 3 3.8 

440705 AA904244 Hs.153205 ESTs 3.8 

5 447290 AI476732 Hs.263912 ESTs 3.8 

403426 TaigetExon 3.8 

427821 AA470158 Hs.98202 ESTs 3.6 

454288 BE22264B Hs.279458 ESTs, Highly similar to c380A1.1b [H.sap 3.8 

443801 AW206942 Hs.253594 ESTs 3,8 

10 410658 AW105231 Hs.192035 ESTs 3.8 

410672 AW794600 gb:RC6-UMQ014-1703OQ-O22-C05 UM0014 Homo3.8 

428579 NM 005756 Hs. 1 84942 G protein-coupled receptor 64 3.8 

445495 BE622641 Hs.38489 ESTs, Weakly similar to I3B022 hypotheti 3.8 

447995 AI742618 Hs.181733 ESTs, Weakly similar to nitrilase homolo 3.7 

15 401747 Homo sapiens keratfn 17 (KRT17) 3.7 

420633 NMJ14531 Hs,2744B0 odorant-binding protein 2A 3.7 

423545 AP000692 Hs. 129781 chromosome 21 open reading frame 5 3.7 

■ 433138 AB029496 Hs.59729 semaphorin sem2 3.7 

434715 BE005346 Hs.116410 ESTs 3,7 

20 428664 AK001666 Hs. 189095 similar to SALL1 (sal (Drosophila)-Hte 3.7 

450951 AA018534 Hs.103334 ESTs 3.7 

40269S NA C3002523:gi|66B6211|sp|Q27533iYH2»LCAEEL3.7 

446868 AV660737 Hs.135100 ESTs 3.7 

458154 AWB16379 Hs.335018 ESTs 3.7 

25 422026 U80736 Hs. 110826 trinucleotide repeat containing 9 3,7 

419440 AB020689 Hs.90419 KIAA0882 protein 3.7 

421524 AA312082 Hs.1 05445 GDNF family receptor alpha 1 3.7 

417283 N62840 Hs.48648 ESTs 3.7 

401608 NA NM_024817:Homo sapiens hypothetical prot 3.7 

30 410303 AA324597 Hs.21851 Homo sapiens cDNA FLJ12900 fis, clone NT 3.7 

420362 U79734 Hs.97206 huntingtin interacting protein 1 3.7 

433384 AI021992 Hs.1 24244 ESTs 3.7 

434302 AA6290S5 Hs.1 16301 ESTs 3.7 

443938 R55373 Hs.20864 ESTs 3.7 

3 5 446420 BE6230G4 gb:601441282F1 NIHJWGC_72 Homo sapiens c 3.7 

458712 AI347502 Hs.107872 hypothetical protein FU20761 3.7 

433404 T32982 Hs.102720 ESTs • 3.7 

405232 i*L01 5832:Homo sapiens methyl-CpG bindin 3.7 

430491 AL109791 Hs.241 559 Homo sapiens mRNA full length insert cDN 3.7 

4 0 455609 BE011668 gb:CM3-BN0223-100500-177-a04BN0223Homo3.7 

450164 AI239923 Hs.3009B ESTs 3.7 

453948 A1970797 Hs.64859 ESTs 3.7 

436061 A1248584 Hs.190745 Homo sapiens cDNA: FU21326 fis, clone C 3.7 

401049 NA Target Exon 3.6 

45 418867 D31771 Hs.89404 rnsft{DrosopMa) nomeo boxhomoiog 2 3.6 

420179 N74530 Hs.21168 ESTs 3.6 

458663 AV65S444 Hs.2B0776 tankyrase, TRF1 -interacting ankyrin-rela 3,5 

437259 AI377755 Hs.1 20695 ESTs 3.6 

428309 M9781 5 Hs.1 83650 cellular retinoic acid-binding protein 2 3.6 

5 0 450522 AI698839 gb:wd31f02.x1 Soares_NFL_T„GBC„S1 Homo s 3.6 

451952 AL120173 Hs.301663 ESTs 3.6 

412209 AW901456 gb:RC0-NN1012-27O3OO-O31-c07 NN1012Homo3.6 

425201 AA352111 gb:EST60061 Activated T-cells XX Homo sa 3,6 

443830 Al 142095 Hs.1 43273 ESTs 3.6 

5 5 439255 BE164500 gb:RC4-HT04S9-230300-{)14-e10 HT0469 Homo 3.6 

. 414869 AA157291 Hs.21479 ublnuciein 1 3.6 

409064 AA062954 Hs.141883 ESTs 3.6 

407721 Y12735 Hs.38018 dual-specifrcltytyrosine-(Y)-phosphoryl 3.6 

445135 AK000054 Hs.12347 hypothetical protein FLJ20Q47 3.6 

6 0 404091 NA TaigetExon 3.6 

409731 AA125985 Hs.56145 thymosin, beta, Identified in neuroblast 3.6 

405153 Target Exon 3.6 

423248 AA380177 Hs.1 25845 ribulose-5-phosphate-3-epimerase 3.6 

403639 NA ENSP0ODOO233O23*;CDNA FLJ12662 fis, clon 3.6 

6 5 404360 C7001385:gl|12O82809|gb|AAG486ia.1|AF315 3.6 

422352 AA766296 Hs,99200 ESTs 3.6 

423338 AB007961 Hs.127338 KIAA0492 protein 3.6 
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431750 AA514986 
439907 AA85397B 
453596 AA44183B 
406446 NA 
418454 AA315308 - 
434360 AW015415 
409079 W87707 
440132 A1697121 
448706 AW291095 
440671 AW297920 
407647 AW860158 
459023 AW968226 
402820 

417009 AA191719 
447048 AW393030 
449978 AI306335 
428062 AA420683 
452909 NM.015368 
400610 NA 
417843 W07361 
419335 AW960146 
451592 AS805416 
443270 NMJ04272 
423S48 AW392342 
449424 AW44B937 
423841 AW753967 
416806 NM_0Q02B8 
422060 R2Q893 
433104 AL043002 
415778 H84847 
413D54 AW316843 
416636 N32536 
424639 AI917494 
424827 A1057094 
437782 AI370676 
411514 AW650178 
4137B3 AA314337 
421 108 AA877124 
431291 . N25521 
440623 AI935016 
455838 BE14580B 
458771 AW295151 
442942 AW1 67087 
436550 Z50158 
418849 AW474547 
424420 BE614743 
430916 AW505021 
432030 A19084Q0 
439405 AF086224 
405917 NA 
452727 AW993582 
426320 W47595 
421070 AA2831B5 
424625 AW904466 
4285D8 BE2523B3 
455651 BE0B4962 
410555 U92649 
447754 AW073310 
418636 AW749855 
404097 NA 
434205 AF1 19861 
421072 A1215069 
402421 NA 
40524B MA 
40763B AJ4D4672 
403000 BE247275 



Hs.1 5032 RAN binding protein 17 3.6 

Hs.283705 ESTs 3.6 

Hs,1 24577 ESTs 3.6 

Hs.62905 hypothetical protein FU14834 3.6 

Target Exon 3.6 

Hs.195870 hypothetical protein FU14991 3.6 

Hs.127730 ESTs 3.6 

Hs.82065 interieukln 6 signal transducer (gp130, 3.6 

Hs.202466 ESTs, Weakly similar to S65824 reverse t 3.6 

Ha,21B14 Interleukin 20 receptor, alpha 3.6 

Hs.130054 ESTs 3.5 

gb:RCO-CTQ379-2901 00-032-b04 CT0379 Homo 3.5 

Hs.60798 ESTs 3.5 

NM.01 7646*:Homo sapiens tRNA isopentenyi 3.5 

Hs.314714 ESTs 3.5 

Hs.228320 hypothetical protein FU23537 3-5 

Hs.200829 ESTs, Weakly similar to T30171 nineln - 3.5 

Hs.98321 hypothetical protein FLJ14103 3.5 

Hs.30985 pannexinl 3,5 

TargelExon 3.5 

Hs.22545 Homo sapiens cDNA FLJ12935 fis, clone NT 3.5 

Hs.284137 hypothetical protein FLJ1 2688 3.5 

Hs.213897 ESTs 3.5 

Hs.337737 Homer, neuronal immediate early gene, 1B 3.5 

Hs.283077 cofitrosomal P4. 1 -associated protein; unc 3.5 

Hs.1 97030 ESTs 3.5 

gb:RC2-CT0304-08D1 00-01 1-h12 CT0304 Homo 3.5 

Hs.79993 peroxisomal biogenesis factor 7 3.5 

Hs.325823 ESTs, Moderately similar to ALU5JtUMAN A 3.5 

Hs.12B246 ESTs, Moderately similar to unnamed prot 3.5 

Hs.49391 hypothetical protein LOC54149 3.5 

Hs.66309 hypothetical proSain MGC110B1 3.5 

Hs.42645 solute carrier family 1 6 (monocarboxylic 3.5 

Hs.9812 Homo sapiens cDNA FLJ14388 (is, clone HE 3.5 

HS.96B67 Homo sapiens cDNA: FLJ231 55 fis, clone L 3.5 

Hs.79090 exportin 1 (CRM1, yeast homolog) 3.5 

gb:IL3-CT0219-271099-022-H12 CT0219 Homo 3.5 

Hs.301547 ribosomal protein S7 3.5 

Hs.172844 ESTs 3.5 

Hs.25275 Kruppel-type zinc finger protein 3.5 

Hs.216639 ESTs 3.5 

gb:MR0-HTO2OB-101299-103-f11 HT0208 Homo 3.5 

Hs.163612 ESTs 3.5 

Hs.131562 ESTs 3.5 

Hs.270235 ESTs, Weakly similar to MMHUB1 laminin b 3.5 

Hs.53565 Homo sapiens PIG-M mRNA for mannosyltran 3,5 

Hs.146688 prostaglandin E synthase 3,5 

Hs.88414 BTB and CNC homology 1, basic leucine zi 3.5 

Hs,1 43789 ESTs 3.5 

Hs.55238 ESTs 3.5 

C17000675:gi)72907D3]gb]AAF46150.1( (AE0 3.5 

Hs.176220 ESTs 3,5 

Hs.169300 transforming growth factor, beta 2 3,4 

Hs.19327 ESTs 3.4 

Hs.321 1 97 PDZ domain protein (Drosophiia inaD-like 3.4 

Hs.184668 SBBI31 protein 3,4 

gb:RC1-BT0313-130400-O16-cO2 BT0313 Homo 3,4 

Hs.64311 a dislntegrin and metaltoproteinase dome 3,4 

Hs.1 63533 Homo sapiens cDNA FLJ141 42 fis, clone MA 3.4 

gb:QV4-BT0534-281299-O53-c05BT0534 Homo 3.4 

C5000242*:gii9369379|gb|AAF87128.1SAC006 3.4 

HS;283032 hypothetical aroleln PRO2015 3,4 

Hs.89113 ESTs 3.4 

C1001578*:g!|6759903|gb|AAF2BD99.1| (AF1 3.4 

Target Exon 3.4 

Hs.334483 hypothetical protein FU23571 3,4 

Hs, 151 757 U5 snRNP-spacific protein, 116 kD 3.4 
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433393 AF038564 


Hs.98074 Itchy (mouse homolog) E3 ubiqultin prote 


3.4 


432239 X61334 


Hs.2936 matrix metaifoproteinase 13 (collagenase 


3.4 


458747 BE818395 


Hs.257391 hypothetical protein DKFZp761J1523 


3.4 


442082 R41823 


Hs.7413 ESTs; calsyntenin-2 


3.4 


417974 AA210765 


gb:z!90c06.rt NCLCGAPJ3CB1 Homo sapiens 3,4 


44B0D2 AI346468 


Hs.1 45789 ESTs 




448995 At613276 


Hs.5662 guanine nucleotide binding protein (G pr 


3.4 


436007 AI247716 


Hs.232168 ESTs 




42469B AA1 64366 


Hs.1S1973 hypothetical protein FLJ2351 1 




435202 AI971313 


Hs.1 70204 KIAA0551 protein 


3.4 


410467 AF102546 


Hs.63931 dachshund (Drosophila) homolog 




405460 NA 


Target Exon 


3.3 


441626 AW5Q3603 


Hs.129915 phosphotriesterase related 




453472 AL037925 


gb:DKFZp564MQ37_r1 564 (synonym: hfbr2) 


3.3 


447078 AW885727 


Hs.301570 ESTs 




441690 R81733 


Hs.33106 ESTs 




420092 AA814043 


Hs.8B045 ESTs 


3.3 


418478 U38945 


Hs.1 174 cyclin-dependenl kinase inhibitor 2A (me 


3.3 


408908 BE29S227 


Hs.250822 serine/threonine kinase 15 


414737 AI160386 


Hs.1 25067 ESTs 




449650 AF055575 


Hs.23838 calcium channel, voltage-dependent, L ty 


3.3 


418912 NM 000685 


Hs.89472 angiotensin receptor 1 


3.3 


436405 AA1 _ 60079 


Hs.1 72932 Homo sapiens mRNA for partial 3'UTR, seq 


3.3 


453911 AW503857 


Hs.4007 Sarcolemmat-associated protein 


3.3 


409361 NM_005982 


Hs,54416 sine oculis homeobox (Drosophila) hamolo 


3.3 


429548 AW138872 


Hs.1 35238 ESTs 


3.3 


420607 AA280627 


Hs.57846 ESTs 


3.3 


409695 AA296961 


gh:EST1 1251 4 Adrenal gland tumor Homo sa 


3.3 


445189 AI936450 


Hs.1 47482 ESTs 


3.3 


402892 NA 


Target Exon 


3.3 


426681 AA994896 


Hs.22514 ESTs 


3,3 


458722 AA741545 


Hs.282832 ESTs, Weakly similar to T24961 hypothetl 


3.3 


409430 R21945 


Hs.1 66975 splicing factor, arginine/serlne-rich 5 


3.3 


443194 AI954968 


Hs.279009 matrix Gla protein 


3.3 


445432 AV653771 


gb:AV653771 GLC Homo sapiens cDNA clone 


3.3 


410908 AA121686 


Hs.10592 ESTs 


3.3 


405151 NA 


Target Exon 


3.3 


436461 AW5 11956 


Hs.293261 ESTs 


3.3 


411171 AW82026Q 


qb:QV2-ST0295-1502O0-O40-c1O ST029G Homo 3.3 


432415 T16971 


Hs.289014 ESTs, Weakly similar to A43932 mucin 2 p 


3.3 


439310 AF086120 


Ks. 102793 ESTs 


3.3 


401575 NA 


Target Exon 


3.3 


420900 AL045633 


Hs.44269 ESTs 


3.3 


445628 AI344166 


Hs.155743 ESTs 


3.3 


448243 AW369771 


Hs.52620 integrin, bete B 


3.3 


445102 AW204610 


Hs.22270 ESTs 


3.3 
3.3 


442118 AA976718 


Hs.202242 ESTs 


416783 AA206186 


Hs.79889 monocyte to macrophage differenOation-a 


3.3 


435039 AW043921 


Hs.130526 ESTs 


3.3 


451474 T70874 


Hs.207636 ESTs 


3.2 


442559 T10213 


Hs.159993 gycosylfransferase 


3.2 


453921 AI824O09 


Hs.44577 ESTs 


3.2 


420038 R50336 


Hs.52792 Homo sapiens mRNA; cDNA DKFZp5B6H823 [f 3.2 


435627 W88774 


Hs.1 18370 ESTs 


3.2 


411598 BE336654 


Hs.70937 H3 histone family, member A 


3.2 


446733 M863360 


Hs.2604O ESTs, Weakfy similar to fatty acid omega 


3.2 


410153 BE311926 


Hs.15830 hypothetical protein FLJ12691 


3.2 


403637 NA 


C3001106*;gi|10047201!dbj|BAB13394.1|(A 


3.2 


405547 

427878 G05766 


NM_01B833*;Homo sapiens transporter 2, A 


3.2 


Hs.181022 CGI-07 protein 


3.2 


451871 AIB21005 


Hs.1 18599 ESTs 


3.2 


410313 R10305 
416856 N27833 


Hs.1 85683 ESTs 


3.2 


Hs.269028 ESTs, Weakly similar to I38022 hypothetl 


3,2 


4494S0 AI652777 


Hs.197069 ESTs 


3.2 


450505 NM_004460 


Hs.418 fibroblast activation protein, alpha 


3.2 


440684 AI253123 


Hs.1 27356 ESTs, Highly similar to S21424 nesfJn [H 


3.2 


459055 N23235 


Hs.30567 ESTs, Weakly similar to B34087 hypothetl 


3.2 
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452190 H2673S Hs.91668 Homo sapiens done PP149B unknown mRNA 3.2 

4309B5 AA4B9732 Hs.154916 ESTs 3.2 

405394 Target Exon 3.2 

424693 BE169B1D Hs.47557 ESTs 3.2 

5 454265 H03556 Hs.300949 ESTs, Weakly similar 1o thyroid hormone 3.2 

437687 AA765917 Hs.122840 ESTs 3.2 

42B372 AK0QQ684 Hs.1B3887 hypothetical protein FU22104 3.2 

4140B3 AL121282 Hs.257786 ESTs 3.2 
411670 AW856552 gb:RC1-CT0294-QB0100-012-a04CT0294Homo3.2 

10 416283 NM 005429 Hs.79141 vascular endothelial growth factor C 3.2 

437488 AA75B239 Hs.180330 ESTs 3.2 

42839B AI249368 Hs.9B558 ESTs 3.2 

452042 H38857 Hs.243901 Homo sapiens cDNA FLJ20738 lis, clone HE 3.2 

421477 AI904743 Hs.104650 hypothetical protein FLJ10292 3.2 

15 43B078 AI016377 Hs.131693 ESTs 3.2 

448816 AB033052 Hs.22151 KIAA1226 protein 3.2 

419519 AI198719 Hs.176376 ESTs 3,2 

404580 NM_0141 12*:Homo sapiens trichorhinophala 3.2 

447046 AA326187 Hs,17170 G protein-coupled receptor 4 3.2 

20. 457473 AW974903 Hs.291231 ESTs 3.1 

429B38 AWS04907 Hs.30732 hypothetical protein FLJ13409; KIAA1711 3.1 

459702 AI204995 g b:an03c03.x1 Stratagene schizo brain S1 3.1 

400195 NA NMJ07057 4 :Homo sapiens ZW10 interactcr 3.1 

417B60 AW408557 Hs.235498 hypothetical protein FLJ14075 3,1 

25 417995 AW974175 Hs.1B8751 ESTs, Weakiy similar to MAPBJtUMAN MICRO 3.1 

422589 AA312735 Hs,30512 Homo sapiens mRNA for KIAA0556 protein, 3.1 

435870 AA701327 Hs.17949 ESTs 3.1 

440801 AA90636S Hs.190535 ESTs 3.1 

426274 D38122 Hs.2007 tumor necrosis factor (ligand) superfami 3,1 

30 423728 AW891 294 Hs,132136 solute carrier family 4, sodium bicarbon 3.1 

439677 R82331 Hs.164599 ESTs . 3.1 

452834 AI638627 Hs.105685 KIAA168B protein 3.1 

431349 AA503653 Hs.156942 ESTs, Moderately similar to ALU2_HUMAN A 3,1 

417576 AA339449 Hs.82235 phosphoribosyiglyciriamida formyitransfer 3.1 

35 430264 AA470519 gb:nc71f1Q.s1 NCI_CGAP_Pr1 Homo sapiens 3.1 

41BB27 BE327311 Hs.47166 HT021 3.1 
410835 AW806806 S b:QV4-ST0023-160400-172-d12 ST0023 Homo 3.1 



4262B9 H15302 Hs.168950 Homo sapiens mRNA; cDNA DKFZp566A1046 (t 3,1 



405336 NA Target Exon 3,1 

40 4377B3 AI683150 Hs.201 550 ESTs, Weakly similar to ALU1 JtUMAN ALU S 3.1 

440931 AI583052 Hs.27005B ESTs 3.1 

- 455945 BE160636 gb:PM1-HTM22-291299402-c08HT0422Homo3.1 

430437 A1768801 Hs.169943 Homo sapiens cDNA FU13569 fis, clone PL 3.1 

40584B NA Target Exon 3.1 

45 4556B5 BE066976 gb:PMO-BTQ340-211299-003-c12 BT034O Homo 3.1 

406970 M29994 gb:Human alpha-l spectrin gene, exon 12. 3.1 

409602 W25713 Hs.256972 ESTs 3.1 

423518 D45027 Hs.129732 R3H domain (binds single-stranded nuclei 3.1 

425653 A/065104 Hs.249718 ESTs, Weakly similar to A46010 X-linked 3.1 

50 426326 BE165753 Hs.250528 Homo sapiens, clone IMAGE:409B694, mRNA, 3.1 

433805 AA706910 Hs.112742 ESTs 3.1 

437152 AL050027 gb:Homo sapiens mRNA; cDNA DKFZp56SC03243.1 

448602 AI541305 Hs.48778 niban protein 3.1 

452844 AW4071B1 Hs.210377 Homo sapiens cDNA FLJ1 1927 fis, clone HE 3.1 

5 5 407366 AF026942 gb:Homo sapiens c!g33 mRNA, partial sequ 3.1 

408254 AW807227 gb:MR4-ST0062-180200-00l-e10ST0062Homo3.1 

424085 NMJ02914 Hs.139226 replication factor C (activator 1) 2 (40 3.1 

416790 RB3066 Hs,7043 succinate-CoA ligase, GDP-forming, alpha 3.1 

420020 BE295866 HS.943B2 adenosine kinase 3.1 

60 426119 W949B7 Hs.1B9917 ESTs 3.1 

42696B U07616 Hs.173034 amphlphysin (Stiif-Mann syndrome with br . 3.1 

457421 AL1 17431 Hs.112165 Homo sapiens cDNA FLJ12198 fis, clone MA 3.1 

453403 BE466639 Hs.61779 Homo sapiens cDNA FLJ13591 fis, clone PL 3.1 

454141 AW138413 Hs.1 39336 ATP-binding cassette, sub-family C(CFTR 3.1 

65 426650 AA382B14 gb£ST96097 Testis 1 Homo sapiens cDNA 5 3.1 

450865 AI248013 Hs. 106532 ESTs, Weakly similar to I3S588 reverse t 3.1 

407993 AW135274 Hs,12433 ESTs 3.1 
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446466 H3B026 
457888 BE219794 
420058 AK001423 
409248 AB033035 
452747 BE153B55 
418926 AA232658 
419346 AI830417 



404274 

449777 AI971362 
415459 H07118 
. 415245 N59650 



414210 



442246 AI791988 

451353 N21043 

451177 A1969716 

418026 8E379727 

401326 NA 

409920 BE169746 

432887 AI926047 
411789 
401045 



30 442611 
425477 
457183 
433914 
415542 

35 416173 
408155 



40 411836 
415030 
419606 
440310 
443608 

45 414140 
444781 
435393 
454071 



424666 W01938 
433043 W57554 
420802 U22376 



Hs,30B 

Hs.293471 

Hs.94694 

Hs.51965 

Hs.61460 

Hs.105794 

Hs.44143 

Hs.40747 

Hs.4774 



Hs.231945 
Hs.6099 
Hs.27252 



atresHn 3, refkial {X-aiTestin) 3.1 

ESTs 3.1 

Homo sapiens cDNA FU10561 (Is, clone NT 3.0 

KIAA12Q9 protein 3.0 

Ig superfamBy receptor LNIR 3.0 

UDP-glucose:glycoproteiii glucrjsyltransfe 3.0 

polybromo 1 3.0 

ESTs 3.0 
Homosaplens mRNA; cDNA DKFZ P 761C1712 (f 3.0 

lipase, hormone-sensitive 3.0 

ENSP00000241065\CDNA 3.0 

NM_002944*:Homo sapiens v-ros avian UR2 3.0 



H91682 

NM„014711 

R13474 

R52762 

AB014523 

AW004683 

AI754212 

AW021173 

AW901879 

D31118 

AW294795 

AA676939 

AI375957 

AA281279 

NM_014400 

AA701259 

AI041793 

BE175505 



Hs.129115 
Hs.42932 
Hs.13034 
Hs.83213 

Hs.12504 
Hs.1 62859 
Hs.72157 

Hs.272798 
Hs.39311 
Hs.177537 
Hs.270535 
Hs.1 18569 
Hs.279912 



ESTs 3.0 

ESTs 3.0 

Target Exon 3.0 
gb:601297871F1 NIHJJGCJ9 Homo sapiens c 3.0 

' ESTs 3.0 

ESTs 3.0 

ESTs 3,0 

ESTs 3.0 

fatty acid binding protein 4, adipocyte 3.0 
C1000G447 4 ;gi|1168375|sp|P43457|AGA1_PED 3.0 

likely ortholog of mouse Arkadia 3.0 

ESTs 3.0 

DKFZP564I1922 protein 3.0 

C110018B3*:gi|6753278|ref|NP_03393B,1| c 3.0 
hypothetical protein FU2Q413 



Hs.43133 
Hs.78934 
Hs.21951 
Hs.18612 
Hs.314453 
Hs.191735 



403677 NA 
411093 I 
435255 W87434 
443127 BE568102 
44B104 AI674B1B 
427315 AA179949 
43D414 AW365665 
423600 AI633559 
458562 N34128 
402109 NA 
42S629 BE501732 



Hs.125406 
Hs.289074 
Hs.23317 
Hs.11950 
Hs.189299 
Hs.42502 

Hs.255472 
Hs.180408 
Hs.60257 
Hs.337243 
Hs.125019 
Hs.1334 
Hs,288529 



hypothetical protein DKFZp761B1514 
ESTs 

Dvl-binding protein IDAX {inhibition of 

KIAA0419 gene product 

ESTs, Weakly similar to I38022 hypotheti 

gb:yg99d09.r1 Scares infant brain' 1 NIB H 

KIAA0628gene product 

mufS (E. coli) homolog 2 (colon cancer, 

Homo sapiens Xq pseudoautosoma) region; 

Homo sapiens cDNA: FLJ21909 fis, clone H 

ESTs 

hypothetical protein MGC10520 

ESTs 

ESTs 

F-box only protein 22 
hypothetical protein FU14681 
GPI-anchored metastasis-associated prate 



3.0 
3.0 



ESTs 3.0 
gb:RC5-HT0580-1D0500-022-H07 HT0580 Homo3.0 

KIAA1643 protein 3.0 

solute carrier family 25 (mitochondrial 3.0 

Homo sapiens cDNA FU1 3598 fis, clone PL 3.0 

ESTs, Weakly similar to ALU7_HUMAN ALU S 2.9 

lymphoid nuclear protein (LAF-4) mRNA 2.9 

v-myb avian myeloblasts viral oncogen 2.9 

hypothetical protein FLJ22635 2.9 

C4001462:ci|4687715lgb|AAA79329,2| (L088 2.9 
gb:MR4-BTO358-Q9030IM)03-e01 BT035B Homo 2.9 

Hs.106015 ESTs, Moderately similar to ALU1_HUMAN A 2.9 

Hs.160312 mitochondrial ribosomal protein S 16 2.9 

Hs.31 6433 Homo sapiens cDNA FLJ 1 1 375 fis, clone HE 2.9 
Hs.175563 Homo sapiens mRNA; cDNA DKFZp564N0763 (f 2.9 

Hs.1 20388 ESTs 2,9 

Hs.31 0359 ESTs 2.9 

Hs.1 45268 ESTs 2.9 

Target Exon ■ 2.9 

Hs.30622 HomosapienscDNAFLJ13010fi$,c!oneNT 2.9 
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442285 AI827248 Hs.224398 Homo sapiens cDNA FU11469 fis, clone HE 2.9 

419752 AA249573 Hs.152616 ESTs, Moderately slmi!artoZN91J-iUMANZ 2.9 

404721 NM_005596*:Homo sapiens nuclear factor I 2.9 

445107 AI20B121 Hs.14731 3 ESTs, Weakly similar to !38022 hypotheti 2.9 

5 401 987 NM_002737*:Homo sapiens protein kinase C 2.9 

4305BS AA4B12B2 Hs.1 90149 ESTs 2.9 

444517 AI939339 Hs.14S883 ESTs 2.9 

445553 AW873606 Hs.149008 ESTs 2.9 

427691 AW194426 Hs.20726 ESTs 2.9 

10 456561 AI868634 Hs.246358 ESTs, Weakly similar to T32250 hypotheli 2.9 

401458 TaigetExon 2.9 

421039 NMJ03478 Hs.101299 cuilin 5 2.9 

459504 BE514127 gb:601315974F1 NIH_MGC_8 Homo sapiens cD 2.9 

424962 NMJ12288 Hs.153954 TRAM-like protein 2.9 

15 409617 BE003760 Hs.55209 Homo sapiens mRN A; cDNA DKFZp434K0S1 4 (f 2,9 

416931 D45371 Hs.80485 adipose most abundant gene transcript 1 2.9 

413221 BE1S1151 gb:PM0-HT0425-141299-001-F08HT0425Homo2.9 

409732 NM.016122 Hs.56148 NY-REN-58 antigen 2.9 

433687 AA743991 g b:ny57g01.s1 NCLCGAP^Pr18 Homo sapiens 2,9 

20 434340 AI193043 Hs.126585 ESTs, Weakly similar to T1 7226 hypofheii 2.9 

454529 Z45439 Hs.270425 ESTs 2.9 

421379 Y15221 Hs.1Q3982 small inducible cytokine subfamily B (Cy 2.9 

452291 AF015592 Hs.28853 CDC7 (cell division cycle 7, S. cerevisi 2.9 

457402 AW452648 Hs,149342 activation-induced cyMne deamlnaso 2.9 

25 449051 AW961400 Hs.333526 HER2 receptor tyrosine kinase (c-erb-b2, 2.9 

408761 AA057264 Hs,238936 ESTs, Weakly similar to (defline notava 2.9 

401093 C12Q0Q586*:gl|S33D1B7|dbjjBAA86477.1l(A 2.9 

435061 AI651474 Hs.163944 ESTs 2.9 

447985 AI681475 Hs.2Q0949 ESTs 2.9 

30 449340 AW235786 Hs.195359 hypothetical protein MGC10954 2.9 

426384 AI472078 Hs,303662 ESTs 2.9 

411905 BE265067 gb:601193893F1 NIH_MGC_7 Homo sapiens cD2.9 

405953 NA Target Exon 2.8 

420854 AW296927 gb:UI-H-BW0-ajc-c-07-0-UI,s1 NCI_CGAP„Su 2.8 

3 5 434265 AA845811 Hs.130554 Homo sapiens cDMA: FLJ23089 fis, clone L 2.8 

428365 AA295331 Hs.183861 Homo sapiens cDNA FLJ20042 fis, clone CO 2.8 

442861 M243837 Hs.57787 ESTs 2.8 

44B337 AW206453 Hs.3782 ESTs 2.8 

452554 AW452434 Hs.58006 ESTs, Weakly sim&f to ALU5_HUMAN ALU S 2,8 

40 412248 BE175480 gb:RC3-HT0585-160300-022-c02 HT0585 Homo 2.8 

449450 AL039852 Hs.49136 ESTs, Moderately similar to ALU7_HUMAN A 2.8 

434757 AI038997 Hs.132921 ESTs 2.8 

4D9038 T97490 Hs,50002 small inducible cytokine subfamily A (Cy 2.8 

454545 AW606899 gb:QV4-ST0023-16040Q-172-c12 ST0023 Homo 2.8 

45 439842 AI910895 Hs.132413 ESTs 2.8 

428479 Y00272 Hs.184572 cell division cycle 2, G1 to Sand G2 to 2.8 

424800 AL03558B Hs.153203 MyoD family Inhibitor 2.8 

411086 BE070800 gb:RC3-BT0502-251 199-011-c07 BT0502 Homo 2.8 

400250 NA Eos Control 2.8 

50 449166 NM_016206 Hs.23142 colon carcinoma related protein 2.8 

456482 AA485224 gb:aa41b12.s1 NCI_CGAP_GCB1 Homo sapiens2.8 

426044 AA5D2490 Hs.336695 ESTs 2.8 

431854 AA383550 Hs.271699 polymerase (DN A directed) lota 2,8 

405873 NA Target Exon 2,8 

5 5 440400 AA9943S4 Hs.125594 ESTs, Weakly similar to T25472 hypofiiet! 2.8 

458265 A1075375 Hs.128193 ESTs, Weakly similar to IRX2_HUMAN IROQU 2.8 

413708 BE15B791 gb:IL2-HT0397-091299-025-D02 HT0397 Homo 2.8 

423739 AA39B155 Hs.97600 ESTs 2.B 

424408 A17548 13 Hs.146428 collagen, type V, alpha 1 2.B 

60 453096 AW294631 Hs.11325 ESTs 2,8 

421825 AA296758 Hs.183747 ESTs, Moderately similar to CALB_HUMAN C 2.8 

417742 RS4719 gb:EST22d 1 1 WATM1 Homo sapiens cDN A clon 2.8 

402765 C1003621*:gi]12407405|gb|AAG53491.1|AF22 2,8 

444378 R41339 Hs.12569 ESTs 2.8 

6 5 419172 AW33B625 Hs.22120 ESTs 2.8 

401497 Target Exon 2.8 

402376 C190G0763*:gfj1363912|plr|[JC4296 ring f 2.8 

294 



WO 02/059377 



PCT/US02/02242 



405041 NA 


C300170B 4 :gll1345652|splP15989lCA35_CHIC 2.8 


408756 NM_0036B6 


Hs.47504 exonuclease 1 


2.8 


431917 D18181 


Hs.2868 peripheral myelin protein 2 


2.8 


437583 AA76119Q 


Hs.244627 ESTs 


2.3 


453737 AA744862 


Hs.194293 ESTs, Weakly similar to I54374 gene NF2 


2.8 


458094 AF086325 


gb:Homo sapiens full length insert cDNA 


2.8 


401283 NA 


Target Exon 


2.8 


410784 AW803201 


gb:IL2-UMOO77-O70500-O8O-E0S UM0077 Homo 2.8 


417601 NM_014735 


HS.B2292 KIAA0215 gene product 


2.B 


418236 AW994005 


Hs.337534 ESTs 


2.8 


435532 AW291488 


Hs. 1 17305 Homo sapiens, done lrVWGE:3682908, mRNA 


2.8 


454714 AW815098 


gb:QV4-ST0212-091199-023-f10 ST0212Homo 2.B 


418629 BE247550 


Hs.86859 growth factor receptor-bound protein 7 


2.8 


442101 A1651930 


Hs.135684 ESTs 


2.8 


405080 AK000375 


Hs.88820 HDCMC28P protein 


2.8 


414661 T97401 


HS;21929 ESTs 


2,8 


425589 AIS50633 


Hs. 143688 Homo sapiens cDNA:FU23031 fis, clone L 


2.8 


429638 AI918662 


Hs.211577 kinectln 1 (kinesin receptor) 


2.7 


428824 W23624 


Hs.173059 ESTs 


2,7 


421566 NM_000399 


Hs.1 395 early growth response 2 (Krox-20 (Orosop 


2.7 


414596 BE386870 


gb:601275271F1 NltLMGCJO Homo sapiens c 2.7 


440868 R79707 


Hs.263339 ESTs, Moderately similar to I38022 hypot 


2.7 


452943 BE247449 


Hs.31082 hypothetical protein FU10525 


2.7 


443772 AV646449 


Hs.282872 ESTs 


2.7 


432361 AI378562 


Hs.159585 ESTs 


2.7 


430375 AW371048 


Hs.93758 H4 hlstone family, member H 


2,7 


406504 NA 


C5000558:gi|4504675|ref|NP_002175.1|int 


2.7 


423279 AW959861 


Hs.290943 ESTs 


2.7 


424B71 NM_004525 


Hs.153595 low density Kpoproteln-related protein 


2.7 


453619 H8764B 


Hs.33922 Homo sapiens, clone MGC:90B4, mRNA, comp 


2.7 


423961 D13S66 


Hs.1 36348 osteoblast specific factor 2 (fasciolin 


2.7 


422156 N34524 


gb:yy56d10.s1 Soares„multiple_sclerosi5„ 


2.7 


415752 BE314524 


Hs,7B776 putative transmembrane protein 


2.7 


419987 NM_005014 


Hs.94070 osfeomodulin 


2.7 


406182 NA 


Target Exon 


2.7 


416495 X69970 


Hs.79350 RYK receptor-like tyrosine kinase 


2.7 


444701 AI916512 


Hs.198394 ESTs ■ 


2.7 


408171 AA301228 


Hs.43299 hypothetical protein FLJ12890 


2.7 


430153 AW96812B 


Hs.336679 ESTs 


2.7 


413383 AA128978 


Hs.154706 hypothetical protein FU14917 


2.7 


414B31 M31158 


Hs.77439 protein kinase, cAMP-dependent, regulate 


2.7 


413278 BE563Q85 


Hs.833 inierferon-stimubted protein, 15 kDa 


2.7 


433132 AB026264 


Hs.284245 hypothetical protein IMPACT 


2.7 


437030 AA742577 


Hs.303781 EST 


2.7 


439031 AF075079 


gb:Homo sapiens full length insert cDNA 


2.7 


449532 W74853 


Hs.271 593 ESTs, Moderately similar to A47582 B-cel 


2.7 


406153 


Target Exon 


2.7 


406625 Y13647 


Hs.1 19597 stearoyl-CoA desaiurase (delta-9-rJesatur 


2.7 


444698 Al 1881 39 


Hs.147050 ESTs 


2.7 


432328 AI572739 


Hs.195471 6-phosphofruoto-2-kinase/fructose-2,6-bl 


2.7 


429828 H09604 


Hs.13268 ESTs 


2.7 


420149 AA255920 


Hs.88095 ESTs 


2.7 


431207 AA495925 


Hs.9394 ESTs 


2,7 


438394 BE379623 


Hs.27693 peptidylprolyl isDmerase (cyclophilin)-i 


2.7 


443304 AI050073 


Hs.135338 ESTs 


2.7 


427660 AI741320 


Hs.1 141 21 Homo sapiens cDNA: FLJ23228 fis, clone C 


2.7 


408460 AA054726 


Hs.285574 ESTs 


2.7 


416515 N91716 


Hs.194140 ESTs, Weakly slmilarto 138022 hypothec 


2.7 


429922 297630 


Hs.2261 17 H1 hlstone family, member 0 


2.7 


418203 X54942 


Hs.83758 CDC28 protein kinase 2 


2,7 


439509 AF086332 


Hs.58314 ESTs 


2.7 


4021B4 NA 


ENSPOOD00245238*:CDNA FLJ10922 fis, clon 


2.7 


450496 AW449251 


Hs.257131 ESTs 


2.7 


451963 AI825440 


Hs,224952 ESTs 


2.7 


457938 AI37363B 


Hs.1 33900 ESTs 


2.7 


441541 AA938663 


Hs.1 99628 ESTs 


2.7 


441111 AI806867 


Hs.126594 ESTs 


2.7 
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423020 AA383092 Hs.1603 replication protein A3 (14kD) 2.7 

445354 AV6S3485 Hs.6390 Homo sapiens done FLB3344 PRO0845 mRNA, 2.7 

427961 AW293165 Hs.143134 ESTs 2.7 

4108B9 X91662 Hs.66744 twist (Drosophila) homolog (acrocephalos 2.7 

5 445234 AW137636 Hs.146059 ESTs 2.7 

413903 AA49B493 Hs.23136 ESTs 2.7 

406069 NA Target Exon 2.7 

447410 AI470235 Hs.172698 EST 27 

401256 NA NM_024QB9*:Homo sapiens hypothetical pro 2.7 

10 415139 AW975942 Hs.48524 ESTs 2,7 

420218 AW958037 Hs.286 ribosomal protein L4 2J 
455511 BE144762 gb:CM0-HT0180-041099-065-b04HT0180Homo2.7 

43BB25 BE327427 Hs.79953 ESTs 2.6 

409564 AA045857 Hs.54943 fracture callus 1 (rat) homolog 2.6 

15 452837 AL121053 Hs.5534 Homo sapiens cDNA FLJ12961 fis, clone NT 2.6 

434376 AF160477 Hs.61460 Ig superfamSy receptor LNIR 2.6 

421565 AK001122 Hs,105859 hypothetical protein FLJ 10260 2.6 

453279 AW693940 Hs.59898 ESTs 2.6 

430785 230201 gb:HHEA22G Atrium cDNA library Human hea 2.6 

20 45S9B6 D3B299 Hs.170917 prostaglandin E receptor 3 (subtype EP3) 2.6 

43306B NMJ06456 Hs.288215 sialyKransferase 2.6 

421952 AA300900 Hs.98849 ESTs, Moderately similar to AF161511 1 H 2.6 

429208 AA447990 Hs.1 90478 ESTs 2,6 

430733 AW975920 Hs.283361 ESTs 2,6 

25 441720 AI346487 Hs.28739 ESTs 2.6 

4189B6 AI123555 Hs.81796 ESTs 2.6 

432481 AW451645 Hs.151504 Homo sapiens cDNA FLJ1 1973 fis, clone HE 2.6 
434338 AW754311 gb:CM1-CT0337-141299-068-f07CTO337 Homo 2.6 

417061 AI675944 Hs.186691 Homo sapiens cDNA FU12033 fis, clone HE 2.6 

30 410530 M25809 Hs.64173 ATPase,H transporting, lysosomal (vacuo 2.6 

456672 AK002016 Hs.1 14727 Homo sapiens, done MGC:1 6327, mRNA, com 2.6 

425071 NMJ>13989 Hs.154424 dalodinase, iodothyranine, type II 2.6 

408868 AW292286 Hs.255058 ESTs 2.6 

451531 AA018311 Hs.1 14752 ESTs 2.6 

3 5 405822 Target Exon 2.6 

418301 AW976201 Hs.53913 hypothetical protein FLJ1 0252 2.6 

417315 A10B0042 Hs.336801 ribosomal protein S24 2.6 

434699 AA643687 Hs.1 49425 Homo sapiens CDNA FLJ 1 1980 fis, clone HE 2.6 

443204 AW205B78 Hs.29643 Homo sapiens cDNA FLJ13103 fis, clone NT 2.6 

40 405638 Target Exon 2.6 

452542 AW812255 gb:RC0-STO174-191099-O31-a07 STO174 Homo 2.6 

403943 CS000355;gi|4503225|ref|NP_000765.1|cyt 2.6 

404535 Z25884 Hs,1 21483 chloride channel 1 , skeletal muscle (Th 2.6 

402600 NA Target Exon 2.6 

45 449144 AI989503 Hs.233405 ESTs 2.6 

454934 AW8460BO Hs.314324 ESTs 2.6 

424717 H03754 Hs.152213 wingless-type MMTV integration site faml 2.6 

428303 AW974476 Hs.183601 regulator of G-protein signalling 16 2.6 

427970 AA4181S7 Hs.330515 ESTs 2.6 

5 0 450638 AK001826 Hs.25245 hypothetical protein FU1 1269 2.6 

453034 BE246010 Hs.271468 Homo sapiens mRNA for FLJ00038 protein, 2.6 
455097 AWS55802 gb:RC1-CT0279-170200-023-d08 CT0279 Homo 2.6 

427317 AB028955 Hs.175780 KIAA1032 protein 2,6 

408875 NM_015434 Hs.48604 DKFZP434B163 protein 2,6 

55 427510 Z47542 Hs.179312 small nuclear RNA activating complex, po 2.6 

423201 NMJQ0163 Hs.125180 growth hormone receptor 2.6 

406271 Target Exon 2.6 

442696 BE566962 Hs,7063 Homo sapiens cDNA: FU20913 fis, clone A 2.6 

454018 AW016892 Hs.100B55 ESTs 2.6 

60 435420 A1928513 Hs.59203 ESTs 2.6 

434398 AA121096 Hs.3838 seium-indueifate kinase 2.6 
455708 BE069326 gb:QV3-BT0381-170100460-g03 BT0381 Homo 2.6 

439347 W24320 Hs.102941 Homo sapiens cDNA: FU21531 ns, clone C 2,6 

407523 X64984 gb:H.sapi B ns mRNA HTPCRX1Q for olfactory 2.6 

65 425101 AA830431 Hs.1B0811 ESTs 2.6 

435153 AA668763 Hs.291939 ESTs 2.6 

409139 AI681917 Hs.3321 ESTs, Highly similar to IRX1JHUMAN IROQU 2.6 
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Hs.76578 
Hs.190489 
Hs.12244 
Hs.321176 



403775 NA 
405037 NA 
10 407447 AF290544 

420952 AA282067 Hs.88972 



435447 AI872932 

440202 AW516211 

445854 AI702885 

15 421247 BE391727 

414B70 N72264 

457411 AW085961 

424676 Y0B5B5 

20 452268 NM.003512 
430832 AI073913" 
444779 AI192105 
408633 AW963372 
459089 F13036 

25 447197 R36075 
454111 AW0816B1 
411465 NM_0D0169 
406922 S70264 
456045 H62943 

30 413111 BE065837 
423123 NMJ12247 
432201 AI533613 
427032 AF012D23 
445417 AK001053 

35 



Hs.125300 
Hs. 145568 
Hs.102910 
Hs.300670 
Hs.130093 
Hs.151678 

HS.2B777 
Hs.100686 
Hs.147170 
Hs.46677 
Hs.27373 



410011 AB020841 
426310 NMJTO09 
419589 AW973708 
437770 AA767B81 
442818 AK001741 
414251 AL04230S 



418054 NW.002318 
458552 AW375610 
50 45BD12 AI424399 



410804 U64820 
457211 AW972585 
440029 AW089705 
448141 A14715S8 
409163 AA085081 
431385 BE178536 



Hs.154188 

Hs.124027 

Hs.298241 

Hs.173274 

Hs.12660 

Hs.1 18281 

Hs.2256 

Hs.57856 

Hs.169266 

Hs.201925 

Hs. 122897 

Hs.8739 

Hs.97689 

Hs.98440 

Hs.272245 

Hs.278639 
Hs.275243 
Hs.83354 
Hs.117102 
Hs.188211 

Hs.66521 



gb;QV1-HTO413-O1020Q-059-hD3 HT0413 Homo 2.6 
protein inhibitor of activated STAT3 2.6 
ESTs 2.6 
hypothetical protein FU20097 2.6 
ESTs, Weakl> similar to S65824 reverse t 2.6 
NM_021048:Homo sapiens melanoma antigen, 2.6 
C300139B*:gi|12248917|dbj|BAB20375,1l (A 2.6 
Target Exon 2.6 
NM_021628*:Homo sapiens aracfiidonale lip 2.6 
gb:Homo sapiens aminopeptidase mRNA, par 2.6 
ESTs, ModeratelysimilartoA46010 X-lin 2.6 
gb:wm72eQ3.x1 NCI_CGAP_U12 Homo sapiens 2.6 
ring finger protein 21 , Interferon-respo 2.6 
ESTs 2.6 
2.6 
2.6 

ESTs 2.6 
UDP-N-acefyl-alpha-D-galarfosaminapolyp 2.6 
C8Q0142B*:gi|6572242|emb|CAB62951 .1 1 (Z9 2,6 
H2A histone family, member L 2.6 
ESTs, Weakly similar to JE0350 Anterior 2.6 
ESTs 2.6 
PRO2000 protein 2,6 
Horno sapiens rnRMA; cDNA DKFZp56401763 (f2.6 
gb:yh68b0t .si Soares placenta Nb2HP Homo 2.6 
ESTs, Weakly similar to T426B9 hypoihetl 2.6 
galactosidase, alpha 2.6 
gb:stearoy!-CoA dssafurase [human, adipo 2.6 
ESTs 2.6 
gb:RC2-BTC318-11O100-O12-s12 BT0318 Homo 2.6 
SELENOPHOSPHATE SYNTHETASE ; Human selen2,6 
mbrane prol 



integrin cytoplasmic domain-associated p 
Homo sapiens cDNA FU10196 lis, clone HE 
zinc finger protein 266 
matrix metalloproteinase7 (MMP7; Pterin 
PRAIRE protein kinase 1 
neuropeptide Y receptor Y1 
Homo sapiens cDNA FLJ13446 fls, done PL 



2.5 
2.5 



439953 AW247529 

60 455935 BE158687 

425025 AW953188 

416589 AA652687 
404826 

422938 NM.001S09 

65 421991 NM.014918 

417404 NM-007350 

448516 AWB98595 



Hs.1594 

Hs.110488 

Hs.82101 



hypothetical protein FLJ10879 

VASA protein u 

ESTs, Weakly similar to I3B022 hypotheli 2.5 

Homo sapiens cDNA FU1 1 170 fis, done PL 2.5 

gb:QV1-BTa631-2BO200-O84-h07 BT0631 Homo 2.5 

KIAA1684 protein; lik; ly homoiog of mous 2,5 

S100 calcium-binding protein A6 (calcycl 2,5 

lysyloxidase-iike2 2.5 

hypothetical protein FLJ13046 similar to 2.5 

ESTs 2.5 

gb:PM4-BT0724-130400-006-c07 BT0724 Homo 2.5 

Machado-Joseph disease (spinocerebellar 2.5 

ESTs, Weakly similar to S51797 vasodilat 2.5 

ESTs, Weakly similar to S64329 probable 2.5 

ESTs 2.5 

gb;zm13a03.s1 Slratagene pancreas (93720 2.5 

membrane-spanning 4-domains, subfamily A 2.5 

prostate cancer associated protein 1 2.5 

platelet-activating factor acetylhydrbla 2.5 
gb:CM0-HTO395-280100-169-bO9 HT0395 Homo2,5 

ESTs 2.5 

Human DNA sequence from clone RP5-1 1 03G7 2.5 

Target Exon 2.5 

centromere protein A (17kD) 2.5 

KIAA099Q protein 2.5 

pleckstrin homology-like domain, family 2.5 
gb:RC1-NtW73-260400-011-g09 NN0073 Homo2.5 
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403356 




ENSP00000251525*:Hypothetical protein Kl 


2.5 


404983 




ENSP000002S2242*:Keratin, type II cytosk 


2.5 


418282 


AA215535 


Hs.96133 ESTs 


2.5 


427409 


AW467143 


Hs.135411 actin related proietn 


2.5 






Hs.270737 tumor necrosis factor (fgand) superfami 


2.5 




AW071349 


Hs.215937 ESTs 


2.5 




AW582962 


Hs.102897 CGl47praieln 


2.5 


439217 


AFQS6Q41 


Hs.42975 ESTs 


2.5 






Taraet Exon 


2.5 






ENSF00000220B88*:ZINC FINGER TRANSCR1PTI2. 


4171Rft 


AL1 33 T 1 7 


Hs.81376 Homa sapiens mRNA: cDNA DKFZp586L1 121 (f 2.5 


418841 




Hs.89137 low density Upoprotein-relatad protein 


2.5 






Hs.1 72777 baculoviral IAP repeat-containing 4 


2.5 


4J7TW 


NO00318 


Hs.180612 peroxisomal membrane protein 3 (35kD, Ze 


2.5 


457384 


AA501760 


Hs.1 5806 Homo sapiens mRNA; cDMA DKFZp434H2019 (12.5 




AI27189& 


Hs.164B66 cyclin K 


2.5 






gb:MR3-STO192-D1020D-210-c05 ST0192 Homo 2.5 




AA641876 


Hs. 191840 ESTs 


2.5 


402077 




Taiget Exon 


2.5 




X07S2Q 


Hs.2258 matrix metalloproternaSB 10 (MMP10;s(r 


2,5 


4097?? 


AW8 85757 


Hs.257862 ESTs 


2.5 


447(Wn 




Hs.16986 . hypothetical protein FU1 1046 


2.5 






Hs.47274 Homo sapiens mRNA; cDNA DKFZp564B176 (fr 2.5 


431232 


AI024353 


Hs.131755 hypothetical protein FLJ14298 


2.5 


40B938 


AA059013 


Hs.22607 ESTs 


2.5 






Hs.70B11 hypothetical protein FLJ20516 


2.5 




AW3o2tfi3 


Hs. 1 70W RAB2, member RAS oncogene femiiy-irks 


2.5 


42824B 


Al 126772 


Hs.40479 ESTs 


2.5 


408813 


A1580090 


Hs.48295 RNAheiicase family 


2.5 






Hs.24792 chromosome 12 open reading frame 5 


2.5 


i754d1 


AA449644 


Hs.193063 Homo sapiens cDNA FLJ14201 fis, clone NT 


2.5 


44306B 


AW297921 


Hs.255703 ESTs 


2.5 




AA256769 


Hs.94949 methylmalonyl-CoA epimerase 


2.5 




fjIWUd ^ 


Hs.37636 ESTs, Weakly similar to KIAA1 392 protein 


2.5 


425320 




Hs.83190 fatty acid synthase 


2.5 


430388 


AA35o923 


Hs.240770 nuclear cap binding protein subunit2, 2 


2.5 




AL039402 


Hs.125783 DEME-S protein 


2.5 






Hs.32683 ESTs 


2.5 


440244 


AI743977 


Hs.205144 ESTs 


2.5 


409239 




Hs.44307 ESTs, Moderately similar to 138022 hypot 


2,5 




AW5QQ5D7 


Hs.192619 KIAA1800 protein 


2.5 






Hs.191435 ESTs 


2.5 


408877 


AA479033 


Hs, 130315 ESTs, Weakly similar to A47582 B-cellgr 


2.5 


445150 


A1446747 


Hs,338704 olfactory receptor, family 7, subfamily 


2.5 




AA1 1G021 


Hs,38260 ublquitin specific protease 1 8 


2,5 


dn7rm 




Hs,37189 similar to rat HREV107 


2.5 


4497M 


H 00 820 


Hs.30977 ESTs, Weakly similar to B34087 hypotheti 


2.5 




AA236255 


Hs.298419 ESTs 


2.5 




H206G9 


Hs.35406 ESTs, Highly similar to unnamed protein 


2.5 


4*mi 


AL046412 


Hs,202151 ESTs 


2.5 


449344 


AI640355 


Hs.312691 ESTs 


2.5 






Hs.27721 Wolf-Hirschhom syndrome candidate 1-lik 


2.5 




A1937547 


Hs.124915 hypothetical protein MGC2601 


2.5 




AW837349 


(jb:CJV2-LT0038-270300-108-di2LT0038 Homo 2.5 


43B290 


M843719 


Hs.122341 ESTs 


2.5 


406414 




C5000506*: g l|124941|sp|P18614[ITA1„RATI 


2.5 


424493 


AB033043 


Hs.149377 hypothetical protein DKFZp761L0424 


2.5 


443464 


BE548446 


Hs.5167 Homo sapiens mRNA; cDNA DKFZp434F152 (fr 2.5 


424B56 


AA347746 


Hs.9521 ESTs, Weakly similar to ZN43 HUMAN ZINC 


2,5 


440304 


BE159984 


Hs.1 25395 ESTs 


2,5 


409045 


AA635062 


Hs.50094 Homo sapiens mRNA; cDNA DKFZp434O0515 (f 2.5 


422648 


DBB983 


Hs, 1 18893 Melanoma associated gene 


2,5 


4Z6&19 


AL135623 


Hs.193914 KIAA0575 gene product 


2,5 


412520 


M442324 


Hs.795 H2A hlstone family, member O 


2,5 


430B02 


D13752 


Hs.1 84927 cytochrome P450, subfamily XIB (steroid 


2,5 


40BQ31 


AA081395 


Hs.42173 Homo sapiens cDNA FLJ1 0355 fis, clone NT 


2.5 


403133 




Target Exon 


2.5 
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413169 BE070231 gb:QV4-BT0407-260100-087-f12BT0407 Homo 2,5 

400346 AB041269 Hs.272263 Homo sapiens mRNA for keratin 19, partla 2.5 

435509 AI45BS79 Hs.181913 ESTs 2.5 

458145 A1239457 Hs.130794 ESTs 2.5 
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TABLE 19A 

Table 19A shows the accession numbers for those pkeys lacking unigenelD's for Table 19. 
For each probeset, we have listed the gene cluster number from which the oligonucleotides 
were designed. Gene clusters were compiled using sequences derived from Genbank ESTs 
and mRNAs, These sequences were clustered based on sequence similarity using Clustering 
and Alignment Tools (DoubleTwist, Oakland California). The Genbank accession numbers 
for sequences comprising each cluster are listed in the "Accession" column. 



Pkey: Unique Eos probeset identifier number 

CAT number: Gene cluster number 
Accession: Genbank accession numbers , 



Pkey CAT number Accessions 

407847 1007366J AW360153 AW862385 AW860159 AW8623B6 AWBB2341 AW821869 AW821893 AW06256D AW06265B 
407980 1D3087J AAG46309AI263500AA046397 

408254 1049346J AWB07227 AWBG7576 AW807137 AW807157AW807495AW807494AW807417 AW807083 AW845786 AW845801 
AWB07130 AW807335 AW807081 AW807349 AW807339 AW807164 AW807341 AWB07224 AW845903 AW177424 
AWBQ7159 AW807123 BE141576 AW807340 AW807334 AW807520 AW807205 AW807505 BE141574 AW607390 
AW807395 AW845789 AWBD7101 AW8D7083 AW807519 AW807239 AW8075D9 AW807356 AW807526 AW807098 
AW807307 AW807153 AW807295 AW807313 AW807322 AW807265 AW807513 AW807516 AW8071 66 AW807501 
AW8Q7120AW807168 AWB07121 AW807527AW807151 AW807203 AW807489 AW807511 AW807158 AW845800 
AW807507 AW845793 AWB45796 AW807296 AW845781 AW807444 AW645871 AW807512 AW807242 AW807141 
AW807522 AW807487 AWB07514 AWB07142 AW807232 AW807379 AW8C7 114 AW807518 AW8071 99 AWB0721 1 
AW807498 AW807086 AWB07492 AW80721B AW807082 AW807525 AW807493 AW8D7523 AWB070B7 AW845764 
AW807037 AW807128 AW80708D AWB071 18 AW845B07 AW807524 AW845603 AW807249 AW845795 AW807160 
AW807343 AW807515 AW807233 AW807289 AW177102 AW807352 AW807394 AW177105 AWS07176 AW177103 
AW845870 AW177099 AW177101 AW8D7523 AW807336 AW807038 AW177100 AW807411 AW807088 AW845865 
AW807226 AW807517 AW807397 AWB07303 AW807177 AW807154 AW807136 AW807146 AW807085 AW807521 
AW807488 AW807385 A W807355 AW807223 AWB07155 

409163 110418J AA065081 AA075017 AA084791 AA071015 AA081560 AA071459M545727AA0B3100AAOB53S6AA115845AA075457 
■ AA064704AA082878AA075742AA069162 

409695 114876_1 AA296961 AA29B889 AA076945 AA07752B AA077497 

410534 1207247J AW905138 AW753Q08 R13818 243519 

410672 12148S2J AW794600AW794730 

410784 1221005_1 AWB03201 BE079700 BE062940 

410785 1 221055J AWB03341 AW803265 AW803403 AW803466 AWBD3402 AW803413 AW803268 AW803396 AW803334 AW803355 
410835 1223785J AW808906 AW8C6915 AWBB8460 AW866475AWB6B4S2AW8S6446 AW865372 AWB66604 

411050 1230330J AW814902 BE156556BE15B667BE156590 BE156441 BE156447 

411086 1231500J BE070BOOAW875226BE149115 

411093 1231970 1 BE067650 AW817053 

411111 1232669J AW818127AW818161 R09719 

411171 1234393J AW820260 AW820332 R94406 

411337 1239217J AW837349 AW837355 AW882717 

411514 1248638J AW850178AW850233 AW850445 AW850446 

411670 12536B0J AW856552AW861101 AWB56574 AWB61099AW8B1100AW856573 AW85657B AW856562 
411905 126518L1 BE265067 BE264978 AW875420 
412102 1277395J H56435 H56572 AW892929 
412209 12B3610J AW901456 AW901450 AW901441 

412248 1285000J BE1 76480 AW903298 AW903313 

413043 134655BJ BE15B766 BEQ61699 BE1473S0 BE147362 BE061666 BE051697 BE061647 8EG61678 

413111 1349546,1 BE0B5837 BE065805 BE065799 BE06581B BE065B39 BE065831 BE065894 BE065789 BE0G5792 

413189 1352723J BE070231 BE070229 BE070255 

413221 1353B87J BE161151 BE162495 BE161002BE072205 BE16D989 BE162482 
413499 1373910J BE144884 H97942 

413708 13B4140J BE158791 BE158806 BE15B748 BE15B744 BE15B740 BE158739 BE158811 BE158700 BE158741 BE1S8683 BE15BB65 
414210 1426051J BE383592 BE261671 
414596 1465004J BE386B70 Z41986 H08501 
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